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ABSTRACT
Domestication has had a profound global impact on human history and a wide range
of plants. Understanding the advertent and inadvertent effects of domestication on crops
has been instrumental in bolstering food security efforts. For instance, by identifying and
re-incorporating lost genotypic variation due to domestication, we can increase crop
tolerance to biotic and abiotic stressors. With changing climatic conditions and the evergrowing human population, it has become more imperative to increase and fortify
agricultural production. My dissertation addresses this topic in two agronomically
important legumes: chickpea (Cicer arietinum) and pea (Pisum sativum). My research aims
to increase the agronomic and economic value of these legumes to facilitate agricultural
production as well as lessen financial burdens to farmers. To accomplish this aim, in
chickpea, we identified the physiological and genetic basis of the green-seed market type
and identified the effects of domestication on the response to a novel environment.
Furthermore, in pea, we investigated phenotypic variation for cover cropping traits using
wild accessions, landraces, and modern varieties.
In chickpea, we identified that green-seeded chickpea market type was due to a loss
of function mutation of the CaStGR1 (carietinum stay-green gene 1) gene involved in
chlorophyll catabolism. Additionally, physiological testing in drought conditions revealed
this phenotype to be of the “cosmetic” and not the “functional '' stay-green variety.
Furthermore, nutritional analysis revealed that this trait was associated with a 2-3 fold
increase in provitaminogenic carotenoids that are important for human nutrition. Therefore,
this green-seeded trait may increase both the economic and nutritional value of chickpea.
To identify how domestication has affected chickpea response to novel
environments, we took a whole-plant approach and measured above- and below-ground
response to increased nitrogen presence in chickpea. Results revealed that domestication
has canalized domesticated chickpea response to nitrogen-rich environments. Furthermore,
the variable response of wild chickpea to nitrogen illustrated the need for the use of a
comprehensive assortment of wild relative accessions to fully discern the effects of
domestication on domesticated organisms.
Lastly, we coined the terms “rotational” and “intercropping value” and
provide a mathematical equation to quantify these terms. We also discuss numerous
methods on how to increase these values. To demonstrate these ideas, we measured the
rotational values of domesticated and wild pea. We identified that rotational values and
cover-cropping traits such as nutrient mobilization and microbial recruitment vary within
field pea. These results indicate that field pea could potentially be improved as a rotational
partner and that the use of wild relatives in cover cropping research, which has been
underutilized, should be considered.
Overall, these results illustrate the importance of understanding the effects of
domestication and highlights the importance of crop wild relatives as phenotypic reservoirs
for crop improvement. Collectively, my research provides insightful information that can
facilitate agricultural production at the farming and breeding level.
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CHAPTER 1: INTRODUCTION
1.1 Introduction
The practice of domestication was a pivotal innovation in human history that
allowed for the rise of modern civilization (Diamond, 2002). Domestication— or the rapid
directional modification of plants and animals to benefit humans—laid the foundation for
agriculture, which enabled humans to shift from a nomadic to a sedentary lifestyle
(Diamond, 2002). Since the beginning of domestication during the Neolithic period 12,000
years ago, humans have domesticated hundreds of animal and plant species (Meyer et al.,
2012). Currently, three domesticated species (rice, corn, and wheat) provide 60% of the
world’s food energy intake (FAO, 2018).
In addition to being a foundational cornerstone of our society, domestication has
played an integral role in our understanding of ecology and evolutionary biology. For
instance, in the Origin of Species (1859), Darwin illustrated that humans have strongly
modified the phenotypic traits of domesticated species, such as rock pigeons, ancon sheep,
cabbages, and gooseberries, and concluded that nature could have similar phenotypic
effects on organisms over a much longer timescale. Darwin’s acute observations and
experimentation of domesticated species directly impacted our understanding of evolution
and was a fundamental component in the modern synthesis (Huxley, 1942)—a
mathematical framework that combined Darwin’s theory of natural selection and
Mendelian inheritance to explain how organisms evolve. More recently, the study of
domesticated organisms has helped address a suite of questions around epigenetics
(reviewed in Shi and Lai, 2015; Ding and Chen, 2018), gene flow (Coulibaly et al., 2002;
1

Ellstrand et al., 1999), genome evolution (Miller et al., 2000; Verde et al., 2013), extended
evolutionary synthesis (Piperno et al. 2017), local adaptation (Ross-Ibarra et al. 2007;
Olsen and Wendel, 2013), and food security (Mayes et al., 2012; Warschefsky et al. 2014).
This chapter explores the inadvertent and advertent effects of domestication on
plants, specifically discussing the effect of domestication on genetic and phenotypic
diversity in crops, and synthesizing recent studies characterizing domestication’s effect on
plant belowground traits such as root morphology and plant-microbe interactions. This is
followed by a discussion of the current obstacles that hinder agricultural production and
the potential solutions offered by belowground traits. We then conclude with how crop
wild relatives may be useful tools for reducing the inadvertent effects of domestication to
potentially increase agricultural production. Lastly, an outline of the dissertation is
presented, and its intellectual merit is addressed through a comprehensive review of the
current gaps in the literature on domestication and agronomy that this research aims to fill.
1.2 The Effect of Domestication on Plants
1.2.1 Genetic Diversity
Domestication has had advertent and inadvertent effects on organisms, with the
result that some organisms have been so significantly altered that they are unrecognizable
when compared to their wild progenitors

(Doebely et al., 2006). In general, two

overarching trends have emerged in domestication studies: 1) domestication typically
reduces genetic diversity and 2) while increasing phenotypic diversity (Doebely et al.,
2006; Gepts, 2004; Meyer and Purugganan, 2013). This is because domestication acts as
a genetic bottleneck that reduces allelic variation within the gene pool (Doebely et al.,
2

2006; Gepts, 2004; Wright et al., 2005; Yamasaki et al., 2007). During the domestication
process, the effective population size (Ne) of organisms is significantly reduced; where
only a few individuals from a larger population are selected and allowed to reproduce
because they have a desirable phenotype(s) (Wright et al., 2005; Meyer and Purugganan,
2013). For instance, the effective population size of cultivated chickpea, Cicer arietinum,
(Ne = 2 K) is 100 times less than its progenitor Cicer reticulatum (Ne = 20 K) (von
Wettberg et al., 2018). Thus, this reduction in effective population size coincides with a
reduction in genetic diversity (Doebely et al., 2006; Meyer and Purugganan, 2013; Wright
et al., 2005; Yamasaki et al., 2007).
Furthermore, the exertion of strong positive selection on favorable phenotypes
leads to a reduction in nucleotide diversity near alleles/genes controlling these
phenotypes; a process commonly referred to as a selective sweep (Shi and Lai, 2015; Tang
et al., 2010; Yamasaki et al., 2007). Selective sweeps are commonly found in the genomes
of domesticated organisms. For example, in maize, large blocks of reduced nucleotide
diversity have been observed around agronomically important genes that control for
endosperm color (Palaisa et al., 2004), branching (Clark et al., 2004; Camus-Kulandaivelu
et al., 2008), and dwarfism (Camus-Kulandaivelu et al. 2008). Additionally, in rice,
selective sweeps were largely responsible for the differentiation of japonica and indica
cultivars (Olsen et al. 2006; Yang et al., 2017). Together, selective sweeps and genetic
bottlenecks significantly reduce genetic diversity in modern-day crops (Shi and Lai,
2015), leading to negative inadvertent effects on tolerance traits against pests (FontesPuebla and Bernal, 2019), disease (Arora et al.,2019), and climate change (Raza et al.,
2019)(explained in more detail below).
3

1.2.2 Phenotypic Diversity
Conversely, phenotypic diversity has increased due to domestication, with
domesticated organisms displaying a greater range of phenotypic variation when compared
to their wild progenitors (Darwin, 1867; Doebley et al., 2006). Selection for exaggerated
phenotypes, such as enlarged fruit or seed size, and maladaptive wild phenotypes, like seed
indehiscence and reduced seed dormancy (Meyer and Purugganan, 2013), greatly alters
domesticated organisms, making them morphologically different from their wild
progenitors (Doebley et al., 2006). For instance, the wild relative of maize was highly
debated and went undiscovered for many years due to the large contrasting morphological
differences between the two species, including female inflorescences (ears) size, reduced
branching, the presence of casings surrounding the kernels, and seed indehiscence (Wilkes,
1967; Doebley et al., 1990). It was only after genomic advances that the debate was settled;
molecular evidence from isozymes and chloroplast DNA revealed that the ancestral taxon
of maize was teosinte, Zea mays ssp. parviglumis, and phylogenies revealed that maize
arose from a single domestication event in the highlands of Mexico (Doebley, 1990;
Matsuoka et al., 2002).
Another trend that has been identified in domestication studies is that domesticated
organisms typically share a suite of common phenotypic characteristics known as the
domestication syndrome (Hammer et al. 1984). In plants, these traits usually comprise a
reduction in seed dormancy, plant height, toxins, seed shattering/fruit abscission, increase
in seeds/fruit size, and a loss of vernalization (Hammer et al. 1984; Doebley et al. 2006;
Lenser and Theißen, 2013). This suite of characteristics is believed to be caused by human4

mediated selection for traits that allow for efficient cultivation, such as reduced plant height
and seed shattering, as well as culinary or aesthetic preferences such as color and taste
(Lenser and Theißen, 2013). This common set of phenotypes found across many
domesticated species are believed to be a result of convergent molecular mechanisms, such
as mutations at orthologous loci (homologous genes that generally maintain a similar
function to that of the ancestral gene) (Lenser and Theißen, 2013; Lin et al., 2012; Paterson
et al., 1995). For instance, seed indehiscence in cereals, sorghum, rice, and maize, are all
controlled by orthologous Sh1 genes (Paterson et al., 1995; Lin et al. 2012). Although there
is evidence to support molecular convergence, this topic is still highly debated, with some
evidence suggesting that non-orthologous loci can also be the basis of convergent
phenotypes in domesticated species (Sood et al., 2002; Li and Gill, 2006; Rau et al., 2019;
Sang, 2009).
1.2.3 Belowground Traits
The majority of plant domestication research has focused on its effects on
aboveground traits. This bias has led to little insight into the effect of domestication on
belowground traits such as root architecture and plant-microbe interactions. Only recently
have belowground traits become a focus, due to advances in technological and
methodological approaches that allow for accurate characterization of plant microbiome
diversity and root architecture (reviewed in Tracy et al., 2020). Thanks to these advances,
our knowledge about belowground traits has greatly increased over the past 30 years.
One of the first studies to address how domestication affects belowground traits
was conducted by Kapulnik and Kushnir (1991), who focused on plant-mycorrhizal
5

interactions. They grew wild, primitive (landraces), and modern wheat lines inoculated
with Glomus intraradices, a vesicular-arbuscular mycorrhizal fungus (AMF), and recorded
phenotypic differences. Kapulnik and Kushnir (1991) discovered that mycorrhizae
dependence, the amount of plant growth that can be attributed to mycorrhizal symbiosis,
was lower in modern wheat varieties than in wild or primitive varieties. The weakened
plant-mycorrhizal relationship observed in wheat has also been recorded in breadfruit
(Xing et al., 2012). Xing et al. (2012) noted that wild breadfruit is colonized more regularly
by AMF than its modern relatives. Thus, it seems that domestication has significantly
altered and weakened plant-mycorrhizal relationships in all crops. However, Lehmann et
al. (2012) demonstrated in a meta-analysis that modern cultivars are more mycorrhizaresponsive than ancestral genotypes. But, this conclusion should not be weighed too
heavily, since a direct comparison of modern cultivars to their wild progenitors was not
made in most of the experiments included in the meta-analysis. In summary, more research
is required to fully elucidate the effects of domestication on plant-mycorrhizal interactions.
Plant-mycorrhizae relationship is not the only symbiotic partnership that has
potentially been affected by domestication. Plant-rhizobial interactions may also have been
impacted. Mutch and Young (2004) noted that wild legumes (Vicia and Lathyrus) had
higher nodule rhizobia diversity than cultivated pea (Pisum sativa) and broad bean (Vicia
faba) when grown in the same environment. This study indicates that domestication has
limited the rhizobia that can interact with domesticated legumes. However, a direct
comparison between cultivated and wild progenitors, a more powerful method for
addressing this question, was not made. A study that did take this approach was Kim et al.
(2014), which involved growing wild (Cicer reticulatum) and cultivated chickpea (Cicer
6

arietinum) in an agricultural setting and measuring nodule rhizobia diversity. Kim et al.
(2014) concluded that nodule rhizobia diversity was higher in wild chickpea than in
cultivated chickpea. However, the limited data set of this study has called into question its
applicability. In a more recent study, Greenlon et al. (2019) found that the most important
factors influencing rhizobia diversity in chickpea nodules are edaphic and environmental
factors, such as soil type and latitude. Therefore, it appears that domestication and breeding
may have restricted the rhizobia that can interact with legumes, with environmental factors
and latitude having a more influential effect on plant-rhizobial interactions.
Furthermore, recent research has demonstrated that domestication has also
impacted plant rhizosphere communities. Szoboszlay et al. (2015) addressed this question
by comparing rhizosphere diversity in modern maize (Zea mays) to its wild progenitor
(Balsas teosinte). The study concluded that modern maize cultivars have lower Simpson
rhizosphere diversity than teosinte, indicating that domestication has reduced microbial
interactions with plants. On the other hand, Pérez-Jamarillo et al. (2017; 2018) observed
no significant difference in α-diversity between domesticated crops of barley (Hordeum
vulgare), lettuce (genus Lactuca), and broad bean (Phaseolus vulgaris) when compared to
their wild progenitors. These mixed results indicate further research is required to fully
address this topic.
Despite not finding differences in α-diversity, Pérez-Jamarillo et al. (2017; 2018)
found that microbial rhizosphere enrichment differed between wild and domesticated
crops. Their 2017 study involved growing wild Phaseolus vulgaris and domesticated
accessions (all accessions belong to the Colombian Mesoamerican gene pool) in native
7

Colombian agricultural soil and recording rhizosphere diversity. Through 16s rRNA
sequencing, they demonstrated a clear difference in enrichment between the two groups,
with wild accessions having a higher relative abundance of Bacteroidetes and
Verrucomicrobia and domesticated accessions being enriched with Actinobacteria and
Firmicutes. To determine whether this difference was a universal trend or specific to
common bean, they conducted an enrichment meta-analysis on barley (Hordeum vulgare),
lettuce (genus Lactuca ), and Arabidopsis. The meta-analysis revealed results similar to
those for common bean, with enrichment of Bacteroidetes for wild species and enrichment
of Actinobacteria and Proteobacteria for their domesticated counterparts. In all, these
results indicate that this trend may be universal and not merely specific to Phaseolus.
The effects of domestication on plant-microbe interactions are believed to be a
result of changes to root exudation and root morphology. Root exudates are chemical
compounds that a plant releases to manipulate microorganisms in the soil (explained in
more detail below). Therefore, changes in root exudation due to domestication may
inadvertently affect plant-microbe interactions. Indeed, it has been observed that wild and
domesticated plants differ in root exudation (Iannucci et al., 2017; Shaposhnikov et al.,
2016). For instance, modern wheat cultivars exude three to five times more “simple sugars”
(i.e., fructose, glucose, and maltose) than ancient cultivars (Shaposhnikov et al., 2016).
Additionally, modern barley varieties exude a higher amount of sugar alcohols (sorbitol
and mannitol) than wild barley (Iannucci et al., 2017). There is a relatively limited amount
of research addressing the effects of domestication on root exudation because the collection
of root exudates is a complicated task with many obstacles (reviewed in Oburger and Jones,
2018). There currently exists technology to accurately identify and quantify root exudates
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through high-performance liquid chromatography (HPLC) and gas chromatography-mass
spectrometry (GCMS), but resources and methods for effectively collecting root exudates
are lacking. If plants are grown in conditions with microbes present, the microbes will
metabolize the exudates before collection can occur (reviewed in Oburger and Jones,
2018). However, if the plants are grown in artificial environments with limited microbe
presence, such as aeroponics or hydroponics, the collection of root exudates is less difficult,
but the applicability of the results is questionable (reviewed in Oburger and Jones, 2018).
Until root exudates can be efficiently and effectively collected from natural environments,
scientists will be unable to identify the effects of domestication on root exudation.
In addition to root exudation, root morphology, which is linked to plant-microbe
interactions, has also been altered by domestication (Martín‐Robles et al., 2018; Singh et
al., 2019; Szoboszlay et al., 2015). Martín‐Robles et al. (2018) compared the root
morphology of 30 crop species with their closest wild progenitors and concluded that wild
progenitors had thicker and less dense roots, with higher root mass fraction and lower
specific root length (SRL). Similar results were obtained in a more comprehensive study
of common bean (Phaseolus vulgaris), which determined that domesticated accessions
primary root lengths are 1.27 times longer than wild accessions (Singh et al., 2019).
However, Szoboszlay et al. (2015) obtained contradicting results: teosinte, the wild relative
of maize, had a larger proportion of fine roots (high SRL), while modern sweet corn root
systems had a larger proportion of intermediate-sized roots. However, a limitation to the
Martin-Robles et al. (2018) and Szoboszlay et al. (2015) studies is that both used a limited
number of wild and domesticated accessions, thus perhaps not fully capturing the genotypic
or phenotypic diversity of either group and limiting the applicability of results. Therefore,
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further research is required with more comprehensive use of wild and domesticated
accessions to fully illuminate the effect of domestication on root morphology.
1.3 Overcoming Challenges in Agricultural Production
The total factor productivity of global agriculture has increased by 72.9% over the
past 60 years (USDA, 2019), indicating that over time, humans have become more efficient
at farming. However, despite substantial increases in global agricultural productivity,
projections still indicate that agricultural production will fail to meet the nutritional needs
of future populations (FAO, 2012; FAO 2017; Fischer et al., 2002; Rosegrany and Cline,
2003). The primary obstacles to agricultural productivity meeting global demands are
changing climatic conditions (FAO, 2017; Fischer et al., 2002; Rosegrany and Cline,
2003), land scarcity in developing nations (Prosekov and Ivanova, 2018), water scarcity
(FAO, 2017; Rosegrany and Cline, 2003), and soil degradation (FAO, 2017). To increase
agriculture production and meet the caloric needs of the future world population, the
utilization of beneficial soil microbes has been proposed as a sustainable method for
increasing food production (Muller and Sachs, 2015; Singh and Trivedi, 2017; Busby et
al., 2017). Microbial organisms can increase food production by benefiting crops in a
multitude of ways, the most prominent of which are inducing plant growth and facilitating
abiotic and biotic stress tolerance (reviewed in Friesen et al., 2011; reviewed in Berendsen
et al., 2012; reviewed in Lakshman et al., 2014). The next two subsections summarize how
microbes benefit crops and how crops attract beneficial microbes.
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1.3.1 Benefits of Microbes
Advances in microbial DNA isolation and reduced costs for deep sequencing have
enabled the characterization of the diverse microbial communities that are recruited by
crops (Nivelle et al., 2016; Finney et al., 2018). In a field setting, these recruited microbial
communities have been shown to increase yields. For instance, increased microbial
diversity and activity was correlated with increased yields in potatoes (Larkins et al., 2010),
grapes (Vitis) (Ingels, Scow, Whisson, & Drenovsky, 2005), cucumbers (Tian, Zhang, Liu,
& Gao, 2011), and cotton (Gossypium hirsutum) (Mbuthia et al., 2015; Nouri, Lee, Yin,
Tyler, & Saxton, 2019). Additionally, the increased presence of beneficial microbes,
Actinobacteria and Pseudomonas, promoted plant growth and yields in grapes (Vitis) and
peppers (Capsicum) under drought stress conditions (Rolli et al., 2014).
In addition to these field experiments, greenhouse and laboratory experiments have
also shown that plant-mediated recruited microbial organisms can benefit plants in a
multitude of ways (Friesen et al., 2011). A large number of microbes promote plant growth,
the most efficient being Pseudomonas, Agrobacterium, Bacillus, and Azospirillum
(reviewed in Bertrand, Nalin, Bally, & Cleyet-Marel, 2001). Specifically, Azospirillum
brasilense induces plant growth in common bean (Phaseolus Vulgaris) and soybean
(Glycine max) (Burdman, Kigel, & Okon, 1997), while Agrobacterium tumefaciens can
promote plant root development (Molla, Shamsuddin, & Saud, 2001).
Along with promoting growth, microbes can also facilitate a plant’s ability to
respond to biotic and abiotic stresses. For instance, recruited microbes Pseudomonadaceae,
Micromonospora, and Bacillus subtilis have the capability to protect plants against
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Rhizoctonia solani (root rot), facilitate the plant’s ability to sense and respond to drought,
and form protective root biofilms, respectively (reviewed in Lakshmanan et al., 2014;
reviewed in Bais et al., 2006). Furthermore, rhizobacteria, mycorrhizal fungi, and
Trichoderma can trigger immune responses in plants, protecting them from a broad range
of pathogens and herbivores (reviewed in Pineda et al., 2017). Induced immune responses
are not only expressed at the site of induction but also systemically and against a broad
spectrum of antagonistic organisms in all parts of the plant (Walters et al., 2013; Pieterse
et al., 2014).
The two main mechanisms in which immunity is induced in plants is through
induced systemic resistance (ISR) and systematic acquired resistance (SAR). These two
defense mechanisms work in unison, with ISR being analogous to hypersensitive response
and SAR to innate immunity in humans. In ISR, an attack from a pathogen or herbivore
triggers microbes to initiate a signal cascade that results in the priming of plant tissue
through the jasmonic acid and ethylene pathways (reviewed in Wees & Ent, 2008; Walters
et al. 2013). The jasmonic acid pathway activates the expression of defensive compounds
while ethylene triggers leaf and fruit abscission, facilitating the removal of infected plant
parts (reviewed in Wees & Ent, 2008; Walters et al. 2013). Conversely, in SAR, a pathogen
attack triggers microbes to initiate a signal cascade along the salicylic acid pathway,
resulting in the production of pathogenesis-related (PR) proteins that act as antimicrobials
and inhibitors of virulence factors (Pieterse et al., 2014). The utilization of different
pathways by ISR and SAR increases plant protection against pathogens that develop
resistance to either immune response (Choudhary & Prakash, 2007).
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1.3.2 Recruiting Beneficial Microbes through Root Exudates
Plants manipulate microbial communities through the secretion of root exudates, or
“info-chemicals,” composed of secondary metabolites (flavonoids, organic acids, amino
acids, etc.), mucilage, enzymes, ions, and free oxygen (reviewed in Bais et al., 2006). Root
exudation is carbon costly to the plant, with about 20% to 80% of photosynthates being
exuded (reviewed in Saleem et al., 2018). However, the costly nature of root exudation is
offset by the numerous benefits the plant receives in return, such as attracting beneficial
microbes, repelling antagonistic microbes, allelopathy, and altering environmental
conditions (changes to soil chemistry, increasing micronutrients, etc.) (reviewed in Bais et
al., 2006).
The roles of specific root exudates in plant-microbe interactions remain largely
unknown (Jacoby et al., 2017; Sasse et al., 2018). However, a few studies have identified
specific classes of compounds that are crucial for plant-microbe interactions. For instance,
legumes are the only plant family to produce isoflavonoids, which play a major role in the
attraction, identification, and colonization of nitrogen-fixing rhizobia (reviewed in Bais et
al., 2006). Additionally, the exudation of flavonoids by a broad group of plants are believed
to be responsible for facilitating the growth of arbuscular mycorrhizal fungi, a fungus
which helps plants acquire limiting nutrients like phosphorus (reviewed in Bais et al.,
2006).
1.4 The Study of Domestication can Facilitate Agricultural Production
Agricultural production faces many difficulties in ensuring global food security. A
potential sustainable method for overcoming these hurdles is through the selection of
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belowground traits, such as increased beneficial-microbe interactions or altered root
systems with more adaptive phenotypes that allow crops to better tolerate abiotic and biotic
stressors. However, research on belowground traits has been limited due to inadequate
noninvasive methods for quantifying and categorizing root traits. Nevertheless, recent
advances in phenotyping have afforded us the opportunity to address some of these issues
and potentially increase agricultural production (Tracy et al., 2019). Furthermore, the study
of domestication and crop wild relatives could be a valuable resource in the attempt to
increase agricultural production. Crop wild relatives and landraces have been a key source
for genetic and phenotypic variation in crop improvement efforts (Warschefsky et al.
2014). In chickpea, for instance, it has been estimated that 93.5% to 97.5% of progenitor
genetic variation is absent from breeding programs, highlighting the repository of novel
variation in crop wild relatives (von Wettberg et al., 2018). Therefore, by utilizing wild
relatives and recently developed phenotyping technologies, we can further our
understanding of how these agronomically important traits have been inadvertently
affected by domestication, which would then allow us to potentially identify and reintegrate
lost traits from crop wild relatives to facilitate efforts to improve agricultural production.
1.5 Dissertation Outline
I begin my dissertation with Chapter 1, a review of the effects of domestication on
domesticated plants and, more specifically, the recent research that has categorized the
effects of domestication on belowground traits like root morphology and plant-microbe
interactions. Within this chapter, I also discuss the obstacles that agricultural production
currently faces, including an ever-growing human population and climate change, and
conclude with how the study of domestication and crop wild relatives may provide
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potential solutions to these challenges. The purpose of this chapter is to create a
foundational level of knowledge about domestication and agricultural production, so
readers become familiar with the questions I address in the following chapters.
Chapter 2 presents data focused on the economic and nutritional value of the “lost”
stay-green trait in chickpea. Increasing the economic values of crops is a well-established
practice in the breeding community. For instance, breeders have increased the sugar
content in corn and created “supersweet” hybrid varieties with increased palatability,
longer shelf life, and higher quality of both fresh and processed corn products (ERS, 2007;
Hansen, 2019). These resulting phenotypes have helped increase U.S. corn sales by 32.4%
from 2012 to 2017 (USDA, 2017). Increasing the economic value of crops is imperative in
developing nations, where the majority of agricultural production is conducted by smallholder farmers who are impoverished or are on the brink of poverty (FAO, IFAD, UNICEF,
WFP, & WHO, 2017) The state of food security and nutrition in the world. Building
resilience for peace and food security.). For such farmers, maximizing the profits of their
crops is essential in lessening financial burdens.
In Chapter 2, we address economic value in chickpea, one of the world’s most
important dietary legumes (FAOSTAT, 2019). Chickpea is primarily grown and consumed
in developing countries like India, Turkey, and Ethiopia (FAO, IFAD, UNICEF, WFP, &
WHO, 2017). The state of food security and nutrition in the world. Building resilience for
peace and food security.), where small-holder farmers sell fresh green chickpeas to
maximize their profits. Fresh green chickpeas are sold at premium value over traditionally
dried chickpeas because they are only available for about three months of the year.
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Recently, we discovered a new green-seeded phenotype of chickpea that may have been
lost during domestication and could potentially allow small-holder farmers to sell
chickpeas at a premium for a longer duration. In this chapter, we first identify the molecular
mechanisms of green seediness—a convergent phenotype that is found in many other
domesticated legumes such as peas, fava bean, and soybean. Additionally, we identify
whether this phenotype is categorized as a functional or cosmetic stay-green trait by
measuring its physiological responses to drought conditions, a common environment
experienced by chickpea grown in the semi-arid tropics. Lastly, we measure the
provitaminogenic carotenoids (the precursors to vitamins) present in the seeds to analyze
this phenotype for its nutritional properties, as green-seeded legumes have been observed
to have higher nutritional properties than other color seeds. Therefore, in addition to
increasing chickpeas’ economic value, this stay-green trait may also simultaneously
increase its nutritional value.
Chapter 3 presents further data addressing a major limitation in domestication
studies, the use of a limited number of accessions of crop wild relatives (CRW). Research
has demonstrated that CRWs have great genetic diversity and are a source of beneficial
traits in crop improvement programs (Warschefsky, 2018; explained in more detail above).
Despite these features, domestication studies still only use a handful of CRW accessions
to represent the entirety of the CRW community. I address this issue by taking a wholeplant approach and assessing the response (below- and aboveground traits) of chickpea to
a novel environment (with/without nitrogen), through the use of modern cultivars and
CWR accessions systematically collected from chickpea’s native range (von Wettberg et
al., 2018). Furthermore, the wild accessions used in the study represent the entire genetic
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diversity of the chickpea’s closest compatible wild relative, Cicer reticulatum (von
Wettberg et al., 2018). Lastly, by measuring chickpea’s response to a novel environment,
we can assess whether domestication has hindered its ability to respond to new
environments, an important factor in overcoming some of the current problems hindering
agricultural production.
Chapter 4 discusses current opinions on how to measure and improve agricultural
production through the use of cover crops and intercrops. In this chapter, we first discuss
the limitations in current cover cropping and intercropping studies and discuss how a plantsoil feedback approach—an approach most commonly used in natural systems—can be
easily adapted to agricultural systems to potentially bolster agricultural production. We
then coin and define the terms “rotational value” and “intercropping value” and provide a
mathematical formula to quantify the rotational and/or intercropping value of a crop. We
then explain the potential benefits and limitations of using these terms and formulas and
provide methods for increasing these values. For instance, rotational and intercropping
values could be increased by breeding for enhanced ecosystem services such as weed
suppression and beneficial microbe recruitment. By improving these ecosystem services,
the crop should theoretically improve as a rotational or intercropping partner, thus
increasing agricultural production.
Chapter 5 presents an empirical exploration of the rotational value concept from
Chapter 4. Through a field experiment, we test for differential rotational values present
within field pea. In this study, we use a mixture of modern cultivars, early landraces, and
wild accessions, and measure how each accession affects soil properties such as nutrient
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mobilization and microbial community and the growth and yield of a subsequently grown
crop. The main purpose of this chapter is to illustrate the existence of differences between
accessions for cover cropping traits, demonstrating that breeding for better rotational
partners is feasible. The incorporation of landraces and crop wild relatives is also a novel
concept, as these groups are typically underutilized in cover cropping research. As
previously mentioned, these groups have also been shown to have higher genetic diversity
and are a source of beneficial traits for crop improvement efforts (Warschefsky, 2018;
explained in more detail above).
Lastly, Appendix A provides data identifying cover cropping pea cultivars that are
suitable for overwintering in Vermont. Overwintering peas in Vermont is difficult due to
the lack of constant snow cover that would act as an insulator to protect the peas from harsh
winter temperatures. As a result of the highly variable snow cover in Vermont,
overwintering peas have yet to become an established farming practice despite its
agricultural and ecological benefits. Despite these limitations, we contacted collaborators
from the USDA in Pullman, Washington, and received plant material that may be suitable
for Vermont winters. We conducted a winter trial to test the viability of these cultivars as
overwintering cover cropping field pea. The results presented in this appendix will
hopefully help bolster local agricultural production.
1.5.1 Intellectual Merit
The research presented in this dissertation advances our understanding of
domestication in numerous ways: we identify the molecular and phenotypic mechanisms
of an agronomically important domesticated convergent trait, assess the effect of
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domestication on crops in adapting to novel conditions, and assess the effect of
domestication on agronomically important cover cropping traits such as nutrient
mobilization and microbial recruitment. Furthermore, in addition to the basic question we
address regarding domestication, a portion of my research also has an applied aspect that
directly contributes to helping farmers increase yields and/or profits. Lastly, the
information presented in this dissertation will inform a wide variety of audiences, from
farmers and crop management personnel to breeding programs and agronomic scientists.
As a whole, my dissertation advances efforts to bolster agricultural production in the face
of changing climatic conditions to meet the nutritional demands of an ever-growing human
population.
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2.2 Abstract
“Stay-green” crop phenotypes have been shown to impact drought tolerance and
nutritional content of several crops. We aimed to genetically describe and functionally
dissect the particular stay-green phenomenon found in chickpeas with a green cotyledon
color of mature dry seed and investigate its potential use for improvement of chickpea
environmental adaptations and nutritional value. We examined 40 stay-green accessions
and a set of 29 BC2F4-5 stay-green introgression lines using a stay-green donor parent ICC
16340 and two Indian elite cultivars (KAK2, JGK1) as recurrent parents. Genetic studies
of segregating populations indicated that the green cotyledon trait is controlled by a single
recessive gene that is invariantly associated with the delayed degreening (extended
chlorophyll retention). We found that the chickpea ortholog of Mendel’s I locus of garden
pea, encoding a SGR protein as very likely to underlie the persistently green cotyledon
color phenotype of chickpea. Further sequence characterization of this chickpea ortholog
CaStGR1 (CaStGR1, for carietinum stay-green gene 1) revealed the presence of five
different molecular variants (alleles), each of which is likely a loss-of-function of the
chickpea protein (CaStGR1) involved in chlorophyll catabolism. We tested the wild type
and green cotyledon lines for components of adaptations to dry environments and traits
linked to agronomic performance in different experimental systems and different levels of
water availability. We found that the plant processes linked to disrupted CaStGR1 gene did
not functionality affect transpiration efficiency or water usage. Photosynthetic pigments in
grains, including provitaminogenic carotenoids important for human nutrition, were 2–3fold higher in the stay-green type. Agronomic performance did not appear to be correlated
with the presence/absence of the stay-green allele. We conclude that allelic variation in
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chickpea CaStGR1 does not compromise traits linked to environmental adaptation and
agronomic performance, and is a promising genetic technology for biofortification of
provitaminogenic carotenoids in chickpea.
2.3 Introduction
chickpea is an important source of nutrition and economic livelihood for developing
countries [1]. In developing semiarid tropical (SAT) regions, chickpea is typically grown
during the post-rainy season under rain-fed conditions [2]. As a result of this growing
practice, fluctuations in crop yields largely reflect in-season water availability and crop
adaptation to these conditions. Fluctuations in crop production threaten the nutritional and
economic status of the already impoverished smallholder farming communities, which
make up 80% of all Asian and African farmers [3]. One way to alleviate chickpea
production fluctuations in SAT is through the introduction of cultivars with enhanced
climate resilience and nutrient density. The utilization of functional stay-green phenotypes
is a possible solution to enhance crops climate resilience due to its ability to conserve water
and nutrients in drought conditions [4]. Functional stay-green technology is extensively
studied and exploited by many crop improvement programs (mainly in cereals, sorghum:
[5–10]; maize: [11–14]; wheat: [15–19]; rice: [20–23].
The biological basis (i.e., plant constitutive water and nutrient use dynamics) and
benefits of the functional stay-green trait for the SAT agrisystems have been well
documented [10,24–28]. In contrast, cosmetic-stay green which is linked to naturally
occurring loss-of-function allelic variants [29] with dysfunctional chlorophyll degradation
pathways, has rarely been studied in these conditions. This type of stay-green results in
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extended retention of chlorophyll in all plant organs (leaves, stems, grains) and delays agerelated senescence as well as senescence caused by environmental factors (e.g., drought).
The utility of cosmetic stay-green variants has been, thus far, limited to green color
retention in ornamentals, vegetables, and turf-grasses [29]. However, green-seeded
variants also occur in many legumes and pulses such as, chickpea, common bean, lima
bean, lentil, cowpea, and pea. Seed greenness in pea has resulted into two major market
categories, yellow and green pea, demonstrating the vast economic potential of this trait in
other legumes and pulses.
The cosmetic stay-green trait might have much more practical implications than
just visual appearance caused by extended chlorophyll retention [29–33]. For example, it
is well known that chlorophyll biosynthesis and retention is co-regulated with carotenoids
which facilitate scavenging of reactive oxygen species generated in the process of photon’s
capture by chlorophylls [34–36]. Therefore, we may expect that extended chlorophyll
maintenance in any plant organ (including seeds) to be associated with extended
maintenance of carotenoids (including β-carotene, i.e., provitamin A), which are of
relevance to improving the human diet [37,38] as observed in chickpea [30,39]. On the
other hand, the retention of chlorophyll and its associated pathways in cosmetic stay-green
crops may impose drawbacks on crop agronomic performance, such as slow seedling
establishment or arrested N-remobilization [29,40–47].
Therefore, in this study we aim to characterize the genetic, molecular and
physiological basis of cosmetic stay-green trait in chickpea. We document allelic variation
in the chickpea ortholog of the ‘staygreen’ protein that is invariantly associated with
genotypes of the green cotyledon color. We test the functional consequences of ‘stay36

green’ on several key plant processes linked to water usage, transpiration efficiency, and
other agronomic traits important for chickpea production in drought-prone regions of the
semiarid tropical (SAT) agrisystems. Lastly, we examined stay-green’s potential for
natural biofortification of chickpea to alleviate the nutritional deficiencies commonly
found in these systems.
2.4 Methods and Materials
2.4.1 Plant Material: Chickpea Germplasm and Breeding Lines
Chickpea genotypes with the common yellow cotyledon color and those with the
infrequently occurring green cotyledon color were obtained from gene banks (USDA
GRIN in Pullman, Washington, and ICRISAT India) and from chickpea improvement
programs (detailed in Supplementary Table S1). In the process of plant grow outs for seed
multiplication, the gene bank accessions were visually screened for occurrence and
confirmation of green cotyledon color in mature dry seeds. Furthermore, during such grow
outs we examined degreening of leaves of this germplasm accessions using a detached leaf
assay, wherein leaves were wrapped in aluminum foil (to block out light and trigger
degreening) and the pigment loss/retention capacity (“degreening”) assayed 5–10 days
later. The same plants were tested for sequence polymorphism in the CaStGR1 gene (see
below). In initial germplasm screen, eight lines with green cotyledon color representing
four different allelic variants in the chickpea stay green candidate gene and two yellow
cotyledon genotypes carrying the wild-type alleles were used in physiological studies
(Supplementary Table S1). In these initial studies, as expected [30] elevated levels of total
carotenoids among green cotyledon color lines relative to concurrently grown normal
yellow chickpea lines was observed.
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For the subsequent and more detailed analyses, breeding lines with contrasting
yellow and green cotyledon color were used (Supplementary Table S1). These lines were
derived from introgression of the green cotyledon trait from the germplasm accession ICC
16,340 into two Indian elite chickpea cultivars, JGK1 and KAK2 with yellow cotyledon
colors. 25 BC4-5:F2 generation introgression lines and their parents were screened for
phenology and agronomic traits. Based on homogeneous phenology (flowering time,
duration of flowering) and agronomical traits (harvest index), genotypes were selected for
further studies (Supplementary Table S3) details of genotypes used in different
experiments).

2.4.2 Molecular Characterization of Candidate Gene and Genome:
The genotypes tested for variation in CaStGR1 allele are shown in S1 table. In
these, the genomic DNA was extracted from the young leaflets using QIAGEN DNeasy
Plant Kit following the manufacturer’s recommended procedures, or from seed-derived
cotyledon tissue (for the cultivar ‘CDC Verano’) using a phenol-chloroform based
extraction protocol. PCR amplification for CaStGR1 were performed with ExTaq
polymerase (Takara-Fisher) using oligonucleotide primers as detailed in Supplementary
Table S2. PCR products were analyzed in 1% agarose gel electrophoresis. For Sanger
sequencing, PCR amplicons were purified with ExoSAP kit (Affymetrix, Santa Clara, CA,
USA) to remove any excess salts carried over from PCR reactions. Amplicons were Sanger
sequenced using single primers at on-campus core sequencing facilities at the University
of California and the University of Vermont. Chromatogram traces from amplicon
sequencing were analyzed with the Sequencher (Gene Codes Corporation, Ann Arbor, MI
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USA) and Geneious 2019.1 software packages. Sanger sequence traces were curated
manually to identify and verify the positions of variant nucleotides in sequencing data.
Variants supported by at least two independently run sequencing reaction were recorded
and used for enumerating allele distribution and frequencies.
Preparation of whole genomic libraries for Illumina sequencing and data analysis
of Illumina short read data were as described previously [65]. Illumina reads were mapped
to the C. arietinum ‘CDC Frontier’ reference genome assembly [50] using BWA MEM
0.7.9a-r786. Visualization of CaStGR1 and its flanking regions was done using an instance
of GBrowse loaded with gene structural annotation available from the CDC Frontier
reference.
For genotyping of the CaStGR1-1 allele as a CAPS marker, PCR products were
digested with Hpy-188I restriction enzyme (New England Biolabs, USA) per
manufacturer’s recommended protocol. Digested PCR products were analyzed by gel
electrophoresis in 1.35% agarose gels in 0.5× Tris Borate EDTA buffer stained with
cybersafe reagent. Genotyping of the CaStGR1-4 allele in F2 population of wild type
(yellow cotyledon) genotypes and green-cotyledon lines was conducted as a customized
KASP assay (LGC Genomics, UK) using leaf tissue from greenhouse grown plants and
oligos listed in Supplementary File S2.
2.4.3 Plant Growth Conditions for Physiological Assays (Experiments Listed in
Table 3)
2.4.3.1. Experiments Conducted in Glass-House (Experiment 1, 2, 3a and b)
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The glass-house environment was used to evaluate crop responsiveness to soil and
atmospheric drought. In Experiments 1 and 2 (Supplementary Table S4), plants were
grown in 8” plastic pots filled with 5 kg of vertisol while for experiment 3a and b, plants
were raised in PVC cylinders filled with 45 kg of vertisol. The experiments were set-up
using completely randomized block design with treatments as separate blocks. The black
soil (Vertisol) was collected from the ICRISAT farm and fertilized with DAP (diammonium phosphate) at the rate of 0.3 g per kg of soil in all experiments. Seeds were
treated with fungicides (Thiram®; Sudhama Chemicals Pvt. Ltd. Gujarat, India) to avoid
fungal contamination. Four seeds were sown in each pot, and a rhizobium inoculum (Strain
No: IC 2002) was added to each pots to ensure adequate nodulation. Two weeks after
sowing, plants were thinned to two plants per pot. Plants were maintained well-watered up
to ~30 days after sowing. During the experiments duration, a data logger (Lascar
Electronics Inc. Whiteparish, United Kingdom) was positioned within the plant canopy for
the hourly recording of the air temperature and relative humidity (RH%) and these
oscillated on average between 28–22 °C and 70–90% during the day–night cycle.
2.4.3.2. Experiments Conducted at LeasyField (Experiment 3c)
The Lysimetric facility located at International Crops Research Institute for the
Semi-Arid Tropics (ICRISAT) Patancheru in India (17°30’N; 78°16’E; altitude 549 m). It
offers an experimental setup to evaluate the basic crop agronomic features, monitor the
crop capacity to convert water into biomass (g of dry mass per unit of water transpired)
and to measure water use patterns during the cropping season. Plants were grown in
lysimeters constructed from the PVC plumbing pipes with 20 cm diameter and 1.2 m length
outdoors under a rain-out shelter (ROS) (Experiment 3c). The protocol for lysimeter soil
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preparation & filling, spacing arrangement, growing and weighing plants were followed
according to [69,70] and [60,77]. Three seeds were sown in each cylinder and watered
regularly and around 15 DAS thinned to one seedling per cylinder. The experiment was
planned in a complete randomized block design. One block was assigned to a well-watered
treatment (WW) and two blocks to water-stressed treatment (WS). The WS treatment was
imposed by cessation of watering from 25 Days after sowing (DAS). WW plants were
watered every week to maintain 80% field capacity until maturity. During the experiment’s
duration, the data logger was positioned within the plant canopy to record the day and
night temperatures and relative humidity (RH%), which fluctuated under the natural day–
night oscillations around average 31.7/15.5 °C and 40/85%.
2.4.3.3. Experiments Conducted at LeasyScan (Experiment 4)
LeasyScan is a high throughput phenotyping platform constructed to monitor crop
canopy related parameters during the vegetative phase of development with high
throughput and accuracy. Details of LeasyScan technology and set-up are elaborated in
[61,62,64]. For experiment 4 the crop was raised in large trays (60 × 40cm, approximately
75 kg of vertisol; i.e., “miniplots”) filled with vertisol using the recommended field
management practices (20 kg·ha−1 of DAP and planting densities of 32 plants m−2). The
experimental design was an Alpha lattice with 4 replications to account for spatial
variability. Plants were maintained under well water conditions throughout the experiment.
Canopy size related parameters (i.e., 3D-Leaf area, digital biomass and leaf area index)
were continuously measured from 15-40 DAS when the plants were harvested. During the
crop grown period the daily temperature and humidity oscillated in between of 11/35.8 °C
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and 17.2/93.2% on average as per the records of the attached weather station (Model:
WxPRO™; Campbell Scientific Ltd., Shepshed, United Kingdom).
2.4.3.4. Experiments Conducted in Field (Experiment 5)
The main crop agronomic features were measured in the field experiment that was
planted in post-rainy 2017–18 season at ICRISAT field facilities. The field was solarized
using a polyethene mulch during the preceding summer primarily to avoid the crop
infection by Fusarium oxysporum f. sp, [78]. The basal dose of di-ammonium phosphate
at the rate of 18kg N ha−1 and 20kg P ha−1 was applied before sowing. The field was
prepared as broad bed and furrows with 1.2m wide beds flanked by 0.3m furrows. Within
these beds, the plots of 4 rows of 4 m length were planted. Seeds were treated with Thiram®
(Sudhama Chemicals Pvt. Ltd. Gujarat, India) to avoid fungal contamination during
germination. The seeds were hand sown at a depth of 2–3 cm maintaining a row-to-row
distance of 30 cm and a plant to plant distance of 10 cm (i.e., 33 plants m−2). After sowing,
furrow irrigation (60 mm) was given to ensure uniform seedling emergence. Subsequently,
plants were grown under different irrigation regimes: water stress [WS; crop received only
~60 mm at the sowing], and well water [WW; crop received ~60mm at the sowing and
additional ~20 mm irrigation every 20 days through perforated irrigation system]. The plots
were kept weed-free by hand weeding and intensive protection was taken against pod borer
(Helicoverpa armigera). The experiment was conducted in a randomized complete block
design with three replications for each treatment (WW/WS).
2.4.4 Physiological Assays
2.4.4.1. Experiments to Test Plant Responsiveness to Soil Drought (Experiment 1b and 1c)
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The main aim of “dry-down” experiments is to assess the capacity of genotypes to
restrict the transpiration upon declining soil moisture, which could be a crucial adaptive
trait for plants in particular water-limited environments. To test the transpiration restriction
capacity of selected genotypes, these were organized in two experimental blocks; wellwatered (WW) and water-stressed (WS) conditions. The day before the dry-down was
initiated all pots were abundantly watered and the soil was allowed to drain overnight. The
following day the soil surface of the pots were covered with plastic sheets, and then a
uniform 2 cm layer of plastic beads to prevent soil evaporation. The pots were then weighed
and this initial pot weight was considered as the soil-saturation level (field capacity) of the
individual pots. Pot weight was recorded daily at the same time of day. Based on the daily
weight loss, the well-watered plants were maintained at approximately 80% of the saturated
weight (80% of the field capacity). For the WS treatment, the water available to the plant
was gradually decreased by allowing a maximum daily water loss of 70g. The transpiration
weight loss above 70g was compensated by adding an excess amount of transpired water
to each pot. The experiment was terminated when transpiration of all WS plants was below
10% of their WW treated counterparts. After termination, the above-ground biomass of the
plants was harvested, organs separated, and oven-dried at 60 °C for a minimum of 3 days.
The traits assessed are detailed in Supplementary Table S4.
Additionally, during the dry-down experiments (in Experiment 1b and 1c), 30 mg
leaf tissue (leaflets from the first fully developed leaf from the top of the main stem) from
each replicate (i.e., in WW and WS) were collected twice WW and severe water stress
(~0.25 NTR). Collected tissues were frozen by liquid nitrogen and conserved for later
estimation

of

pigments

(i.e.

Chlorophylls
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and

Carotenoids,

see

below).

(http://gems.icrisat.org/allinstruments/controlled-imposition-of-water-stress/;
methodology also used in e.g., [79–81])
2.4.4.2. Experiments to Test Plant Responsiveness to Atmospheric Drought (Experiment
2a,b,c)
While “dry-down” experiments (above, experiment 1b and c) were conducted to
evaluate

plant

responsiveness

to

drying

soil,

complementary

“transpiration

responsiveness” experiments were designed to characterize the genotypic ability to limit
transpiration upon drying atmosphere [increasing vapour pressure deficit (VPD)]. For this,
the plants were evaluated during vegetative growth stage under well-watered conditions.
Around 30-day-old plants grown in pots were watered to ~90% field capacity and soil
evaporation minimized by applying the plastic sheets and beads similarly as in the
regulated dry down experiment (above). Initially, the plant transpiration was evaluated
outdoors during the cloud-less clear days in the natural circadian cycle or in the growth
chambers (Conviron-PGW36 model, Controlled Environments Limited, Winnipeg
Manitoba,

Canada:

see

more

details

in

http://www.conviron.com/sites/default/files/PGW36%20Data%20Sheet_1.pdf). In these
experiments, temperature and humidity sensors were mounted at canopy level to record the
actual conditions experienced by the crop canopy in 5 min intervals. In the outdoors
conditions, plants were weighted in hourly intervals using 0.01 g precision scales (KERN
24100, Kern & Sohn GmbH, Balingen, Germany). Consequently, for the controlled
environment testing, the same pots were placed into the growth chamber for one day to
acclimate with the day/night temperature (°C) and relative humidity (RH%) of 32/26 °C
and 60/80% respectively. Plants were then exposed to an increasing ladder of VPD ranging
44

from 0.9 to 4.1 kPa by increasing temperature and decreasing RH% (80–30%) at hourly
intervals for 8 h. Plant transpiration was also assessed hourly by swift weighing in between
of the VPD transitioning regimes. At the end of the experiments, plants were harvested and
leaf area (LA) was measured with a leaf area meter (LI-3100C area meter, LICOR®Biosciences, Lincoln, Nebraska, USA). Consequently, the plant transpiration rate
was expressed as TR = T/LA [g of water transpired per unit of LA per hour] and regressed
upon VPD during the particular time interval. In both germplasm and ILs (Experiment 2a
and 2c), the specific leaf weight (SLW) was estimated as leaf dry weight (g)/leaf area
(cm−2).
(http://gems.icrisat.org/allinstruments/transpiration-response-to-increasing-vpd/;
methodology also used in e.g., [61,62,79,80])
2.4.4.3. Experiments to Test Plant Baseline Agronomic Features and Water-Use Related
Traits in Lysimetric Facility (Experiment 3a,b,c)
The unique lysimetric set-up allows estimating the plant water productivity while
having access to relevant agronomic traits. The cylinders were covered with plastic sheets
and beads similarly as in assay #1 and 2 and the water use monitoring started ~25 DAS.
From this onwards, the cylinders were weighed weekly by lifting them with a block chained
pulley using S-type load cell (Mettler-Toledo, CSE 100, Geneva, Switzerland) until crop
maturity. The WW block of experimental plants was retained at 80% of field capacity.
Under the WS treatment, the declining soil moisture was only monitored but not regulated,
which contrasts with the regulated dry-down protocol used in the pot culture (see above
#1). During the plant growth flowering dates were recorded for each plant. At the end of
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the experiment, plants were harvested, the crop residuals dried at 60 °C in an oven during
minimum 72 h and the above ground biomass, grain and vegetative dry biomass were
weighed (KERN 3600 g; 0.01 g precision balance, Kern & Sohn GmbH, Balingen,
Germany). Plant transpiration was calculated from consecutive cylinder weight differences
and water additions. Transpiration efficiency (TE; [gram of biomass per kilogram of water
transpired; g/kg−1]) and water use efficiency (WUE, [gram of seed weight per kilogram of
water transpired; g/kg−1]) was then calculated as the ratio of the total/grain dry biomass per
unit of water transpired. Lastly, Harvest Index (HI) was calculated as the ratio of total dry
grain biomass per the total dry weight of remaining above-ground biomass.
(http://gems.icrisat.org/allinstruments/lysimetric-assessments/, methodology also used in
e.g., [60,69,70,82,83]).
2.4.4.4. Experiments to Assess Plant Canopy at LeasyScan (Experiment 4)
The LeasyScan platform has been used to monitor traits indicating crop canopy
traits related to “vigor”. This is enabled by the optical system (PlantEye®;
www.phenospex.com), which captures the dynamics of canopy growth during the crop
vegetative growth-phase with high throughput and accuracy. We measured 3D-Leaf area
(3D-L; canopy size reconstructed from 3D point-cloud distribution [mm3]), projected leaf
area (PL; canopy ground coverage [mm2]) and plant height (PH; estimated from 3D pointcloud as height encompassing 95% of recorded points of given point-cloud) during 15-30
DAS (http://gems.icrisat.org/leasyscan/) methodology also used in e.g., [4,61,64]).
2.4.4.5. Agronomic Evaluation of ILs in Field Settings (Experiment 5)
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Agronomic traits of selected stay-green introgression lines and their recurrent
parents were evaluated using the precision field facility under optimal water input (WW)
and under severe water shortage WS. Under both treatments, in each plot we monitored the
phenology parameters (date to first flower, 50% flowering and 80% of the dried pods was
recorded as maturity). At maturity, shoots were harvested plot wise and kept for drying at
60 °C for minimum of 3 days. Organs were separated, dry weights recorded and expressed
in grams per meter square (g m−2). 100 seed number was counted by seed counter (Data
Count

S60

seed

Counter,

Data

technologies,

Israel;

http://www.data

technologies.com/data_count_s_60_seed_counter.html), weighed and based on these the
total seed number per square meter was calculated.
Harvest index was calculated:
(1)
HI = (Seed weight/total shoot biomass weight) × 100 [%].

2.4.5 Chlorophyll and Carotenoid Estimation in Leaves and Seeds (Measured in
Experiment 1 and 3)
Photosynthetic pigment contents (chlorophyll a, chlorophyll b and total
carotenoids) were assessed in the leaf tissues across various stages of plant exposure to
declining soil content in lysimeters (un-regulated dry-down; Experiment 3) and in pot
cultures (regulated dry-down; Experiment 1b and 1c). The grain pigments were assessed
only in the experiments conducted at lysimetric experiments (Experiment 3a,b,c).
In Experiment 3c the leaf tissue samples were collected from each plant from the
glasshouse lysimetric experiment. Chlorophyll a and b, as well as Carotenoids, were
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estimated from the samples using dimethyl sulfoxide (DMSO) method [84]. We
standardized that around 18 mg of fresh leaf tissue/30mg of dry-seed powder extracted in
a 5mL of DMSO resulted in suitable optical density (OD) between 0.3–0.9. The test-tubes
with the exact weighted tissue and DMSO were placed in ~65 °C hot water bath and left
for cca 3 h until the tissue became translucent ensuring all pigments were extracted into to
the DMSO. The OD of extract was assessed spectrophotometrically (Shimadzu UV-2401
PC UV-Visible Spectrometer; Shimadzu Scientific Instruments) at 665.1 (Chlorophyll A),
649.1 (Chlorophyll B) and 480 (Total Carotenoids) and the contents were calculated as per
[84].
The grain material from Experiment 3b was used to separate the main carotenoids
using the High Performance Liquid Chromatography (HPLC) system. For this, the
extraction of carotenoids was done according to the method of [85] with some
modifications. Briefly, about 0.1 g of chickpea sample was weighed and placed in a screwcapped glass tube (~15 mL tube) and 1 mL ethanol containing 0.1% butylated
hydroxytoluene (BHT) added to the solution. The mixture was saponified by adding 200
µL of 20% Potassium hydroxide (KOH) and mixed by vortexing. Extraction was
completed by adding 1.5 mL hexane to the saponified solution, vortexed for 20 s and
centrifuged at 2500 rpm for 5 min. Using a glass pipette, the upper hexane layer containing
carotenoids was carefully removed and transferred to a new glass tube. Extraction was
repeated 2 more times. The combined hexane extracts were then dried down under a stream
of nitrogen gas. Purified β-apo-8′-carotenal was used (absorbance ~ 0.8; 100 µL) was used
as an internal standard. The dried extract was reconstituted in 100 µL of 50:50 (v/v)
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methanol:dichloroethane and 10 µL of the sample injected into the HPLC system (duplicate
injections per sample).
Chromatographic separation of carotenoids was carried out using the Ultra-Fast
Prominence Liquid chromatography (Shimadzu, Kyoto, Japan) equipped with a SIL-20acxr Prominence auto-sampler, a DGU-20A5 Prominence degasser, a CTO-20AC column
oven and an SPD-M20A Diode Array Detector (DAD). Separation of carotenoids was
achieved at 25 °C on a C30 YMC carotenoid column (250 × 4.6 mm, i.d., 5 µm particle
size, Waters, Ireland) on a gradient method with 95% Methanol as solvent A and 100%
MTBE as solvent B. Identification of the carotenoids was based on the standards, their
retention times and by comparing the absorption spectra with those in the literature.
Quantification of the carotenoids were extrapolated from standard curves prepared from
authentic standards after correcting for extraction efficiency based on the recovery of the
internal standard. The processing of all chromatograms was done using Shimadzu LC LabSolutions software (also used in [26,84,85]).
2.4.6 Statistical Analysis
In the experiments 1b, 1c, 2a, 2c, 3a, 3b, 3c, 4 and 5, the differences between
investigated genotypes were evaluated by simple/multiple-way ANOVA followed by the
Tukey–Kramer test to evaluate the significance of genotypic differences (Statistical
program package CoStat version 6.204 (Cohort Software, Monterey, CA, USA). The line
graph (Experiment 2a, 4), bar graph (1b, 1c, 2a, 2c, 3a, 3b, 3c, 4 and 5) and simple linear
regressions were fitted using Microsoft Excel 2013 (Microsoft Corp., Redmond,
Washington, USA). For treatment of temporal data from experiments 1b, 1c and
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experiments 2 a,c-i.e., transpiration response to atmospheric (Experiment 2a and 2c) and
soil drought (Experiment 1b and 1c) we used methodologies described in [69,70,80,86,87];
specifically, a nonlinear regression analysis was done using GraphPad Prism version 6
(GraphPad Software Inc., San Diego, California, USA), and Genstat 14.0 (VSN
International Ltd., Hemel Hempstead, UK).
2.5 Results
2.5.1 Delayed Degreening Phenotypes in Green Cotyledon Chickpea and Underlying
Allelic Variation
2.5.1.1. Delayed Degreening Phenotypes in Green Cotyledon Chickpea
In the initial examination of two green-seeded accessions, PI 450,727 and W6
25975, we observed a delay in degreening of mature plant tissues after harvesting,
including of leaves and pods. Subsequent senescence assays of fresh growing leaves
(Figure 1) corroborated the initial observations of delayed degreening that were made on
harvested whole plants.
To determine the extent of co-occurrence of delayed degreening of leaf tissues and
the green cotyledon trait, we examined degreening in a broader set of green cotyledon
chickpea. Using the detached leaf assay, examined degreening among 30 green-seeded
chickpea germplasm available from the public gene banks, alongside four other germplasm
lines with yellow cotyledon color (Table S1). In this experiment all 27 green cotyledon
accessions (three other accessions did not germinate) exhibited delayed degreening, with
detached leaves remaining remained visually green through day 7 of the detached leaf assay
(Table S1). By contrast, each of the four yellow cotyledon accessions exhibited an
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apparently normal degreening phenotype, with progressive yellowing of leaves clearly
evident by day 7 after the start of the experiment (Figure 1c,d). Furthermore, in a separate
experiment, we examined degreening of leaves of this germplasm accessions using an “onplanta” assay, wherein leaves were wrapped in aluminum foil (to block out light and trigger
degreening) and degreening assayed 5–10 days later (Figure 1e,f). Of 29 accessions
assayed in this manner, all 26 green cotyledon lines exhibited persistent green leaves, while
by contract, the three yellow cotyledon accessions exhibited yellow-colored leaves (Table
S1). Together, the data from the two different assays for degreening invariantly correlated
green cotyledon seed types with delayed degreening (senescence) of leaf tissues, and which
contrasted with a more rapid (normal) senescence of leaves of the yellow cotyledon seed
types. Moreover, this association held true in additional genotypes (breeding lines or
cultivars) that were analyzed subsequently (Supplementary Table S1).
2.5.1.2. Identification of Chickpea Ortholog of the Staygreen (SGR) Protein
The delayed degreening observed to be associated with the green cotyledon colored
chickpea was reminiscent of the ‘stay green’ phenotype. This suggested that the ‘staygreen’
gene as a potential candidate gene in chickpea, as this protein has been previously shown
to underlie the green-cotyledon trait at Mendel’s I locus in garden pea [48,49]. To identify
chickpea sequence homologs of SGR protein, coding regions of SGR protein from pea and
Medicago [33] were used in blast searches to identify chickpea transcript assemblies and
genomic sequences from public databases. Alignment of messenger RNA sequences
against the genomic sequence of chickpea indicated a gene structure comprised of four
exons interspersed with three introns (Figure 2a and Supplementary Figure S1).
Oligonucleotide primers were designed to encompass the entire coding region of the STG
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gene and used for PCR amplification from cDNA and genomic DNAs of yellow cotyledon
chickpea. Amplified PCR products were Sanger sequenced and aligned against the
transcript and genomic sequences of chickpea. The 100% correspondence of the sequence
between the amplicons and those of the reference transcriptome and genomic sequences of
chickpea confirmed the on-target amplification of the chickpea homolog. We designated
this gene as CaStGR1 (for Cicer arietinum Stay-Green gene 1)
2.5.1.3. Association of CaStGR1 Sequence Variants with Green Cotyledon Chickpea
Germplasm
Examination of the nucleotide sequence of the green-cotyledon line PI 450,727
indicated a single nucleotide (1-bp) deletion within the first exon of CaStGR1. This
frameshifting mutation is predicted to result in missense changes (from amino acid residue
34) coupled with premature termination of translation (at amino acid residue 56) of 266
amino acid residues of a full-length, functional ‘wild type’ CaStGR1 protein.
To determine the prevalence of delayed degreening and of nucleotide variation in CaStGR1
more broadly among chickpea germplasm, we examined the rate of degreening in a set of
53 chickpea lines in total (Supplementary Table S1). This collection was predominantly
germplasm from the US gene bank (34 accessions) that was supplemented with breeding
lines (15 genotypes) and cultivars with green cotyledon color, with a smaller number of
normal, tan/yellow cotyledon lines serving as controls (Supplementary Table S1).
A total of 33 genotypes of which 27 possessed green cotyledons, including
genotypes PI 450,727 and W6 25,975 which were analyzed previously, along with six
additional genotypes with yellow cotyledons, were assessed phenotypically in a leaf
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degreening assay. In this analysis, all of the 27 green cotyledon genotypes exhibited
delayed degreening, whereas by contrast, all six of the yellow cotyledonary lines senesced
rapidly with yellowing of detached leaves by day five of the experiment. Furthermore, the
degreening phenotype of the 27 with green cotyledons were indistinguishable from that of
the previously characterized genotypes PI 450,727 and W6 25,975 that were included
alongside in this analysis. This invariant association between green cotyledon color and
delay in degreening of detached leaves suggested that the additional 25 germplasm lines
may harbor similar molecular variation previously observed in genotypes PI 450,727 and
W6 25975.
PCR amplification with CaStGR1-specific oligos with genomic DNA as the
template was conducted in 41 genotypes, of which 37 were green cotyledonary with the
remaining four with yellow cotyledons. Amplification was consistently unsuccessful in 10
green cotyledon genotypes despite exhaustive PCR attempts, in a manner similar to that in
the presumptive large-deletion in genotype W6 25,975 (Supplementary Table S1). Sanger
sequencing of PCR amplicons revealed the presence of the 1-bp deletion previously
identified in genotype PI 450,727 in an additional six genotypes (Supplementary Table S1
and Supplementary Figure S1). We designated this variant as CaStGR1-1 allele. Of the
remaining 25 genotypes, the four genotypes with yellow cotyledons each had a nucleotide
identical to that of ‘wild type’ staygreen gene (that we designated as allele CaStGR1),
whereas the remaining 21 genotypes with green cotyledons contained either one of three
nucleotide variants in the coding region of the CaStGR1 gene (Supplementary Table S1).
Accession ICC 16,340 that was used as the source for breeding of green cotyledon chickpea
at ICRISAT-India, along with four breeding lines (also from the ICRISAT-India chickpea
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breeding program) all shared a novel 8-bp deletion in exon 2 (Supplementary Table S1 and
Figure S1) that we designated as allele CaStGR1-2. Ten other genotypes (9 germplasm
accessions and the Canadian green-cotyledon cultivar “CDC Verano”) shared another
molecular lesion, consisting of a 1-bp deletion (Supplementary Table S1 and
Supplementary Figure S1) that we designated as allele CaStGR1-3. Although this variant
is also located within exon 2 of CaStGR1, it falls downstream in the coding sequence of
the location of the 8-bp deletions observed among material from ICRISAT (allele
CaStGR1-2; Supplementary Figure S1). The remaining six green cotyledon genotypes, that
included three germplasm accessions and three breeding lines from the USDA-ARS
breeding program in Pullman, Washington, USA, each harbored yet another molecular
variant, in the form of a 1-bp deletion in exon 4 of CaStGR1 (Supplementary Table S1 and
Supplementary Figure S1) which we designated as allele CaStGR1-4). Taken together, the
PCR amplification and amplicon sequencing data identified five different molecular
lesions in CaStGR1 (Figure 1a and Supplementary Figure S1) that occur exclusively
among green cotyledon genotypes (Table 1 and Supplementary Table S1).
2.1.4. Whole Genome Skim Sequencing Delimits the Extent of the Deletion in Allele
CaStGR1-5
The absence of amplification in genotypes with the CaStGR1-5 allele with
oligonucleotide primers located within the entire coding regions of CaStGR1 was
suggestive of a larger sized deletion. To characterize the extend of this deletion we focused
on genotype W6 25,975 that typifies this large-deletion allele. In an initial experiment,
using the draft whole genome of chickpea genotype CDC-Frontier [50] as a guide, oligos
sited in low copy sequences immediately adjacent (within few kbp) to CaStGR1 were
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designed and used in PCR amplification. Amplification products of the expected size (3-6
kbp in length) were consistently obtained from wild type ICCV 96,029 genotype and PI
450,727 harboring a 1-bp in exon 1 (allele CaStGR1-1). By contrast, no amplification
products were obtained from W6 25975, indicating a deletion of larger and yet to be
determined size.
To further characterize the extent of this deletion, a whole genome shotgun library
was prepared using genomic DNA of the green cotyledon genotype W6 25,975 and
sequenced with Illumina HiSeq platform. Sequences obtained were aligned against short
read data from normal yellow cotyledon genotypes ICCV2, ICC 16,207 and ICCV 96029,
and anchored to the draft whole genome sequence of chickpea genotype CDC-Frontier
[50]. Analysis of the resulting pileup of short-read data localized the wild type CaStGR1
gene to between positions 2.047 and 2.049 Mbp on chickpea chromosome 8′s
pseudomolecule (Figure 2b). This multi-genotype sequence pileup data suggested a
deletion of ~25 kbp in length, from ~2.026 Mbp within an adjacent predicted gene on one
side, through CaStGR1 at ~2.047 Mbp, and into another predicted gene at ~2.052 Mbp on
the other side of CaStGR1 (Figure 2 b). Oligonucleotide primers were designed in the low
copy predicted genes at ~2.026 Mbp and ~2.052 Mbp that flank CaStGR1, to encompass
the ~25 kbp deduced deletion. PCR amplification with these deletion-spanning oligos
yielded amplification products of the expected size (3–6 kbp) in genotype W6 25,975 but
not in PI 450,727 (where the amplicon would be >25 kbp in size, beyond the capacity of
PCR conditions used). The whole genome skim sequencing data together with the PCR
results with the gap-spanning oligos corroborate that the CaStGR1-5 allele represents a
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large deletion of ~26 kbp in size that encompasses the entirety of the CaStGR1 gene (Figure
2b).
2.1.5. Genetic Cosegregation of Staygreen Sequence Variants with the Green-Cotyledon
Trait
In two F2 populations that we examined, the green cotyledon trait segregates as a
monogenic recessive trait. In the PI 450,727 × RS11 F2 population, of 47 F2s 35 were of
yellow cotyledon color with the remaining 12 with green cotyledon color. In a second F2
population of 88 individuals derived from a cross between yellow cotyledon cultivar
‘Royal’ and the green cotyledon accession PI 359555, 63 F2s had yellow cotyledons and
the remaining 25 F2s had green colors. These fit the 3:1 ratio that is expected for a
monogenic recessive gene in the F2 generation (with chi-square values of 0.007 and 0.545;
and p-values 0.933 and 0.460 for the PI 450,727 × RS11 and Royal × PI 359,555 F2
populations respectively).
The single nucleotide deletion identified in the green cotyledon accession PI
450,727 creates a Hpy-188I restriction enzyme recognition site, which allowed for the
design of a CAPS (cleaved amplified polymorphic sequence) marker for the CaStGR1-1
variant allele. A F2 population of 47 individuals, derived from a cross between PI 450,727
(with green cotyledons) and accession RS11 (with normal yellow cotyledons), was
phenotyped for cotyledon color and genotyped with the Hpy-188I CAPS marker. In this
analysis, all 12 F2 individuals with green cotyledons were homozygous for the PI 450,727
allele, while the remaining 35 F2 individuals were either heterozygous or homozygous for
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the yellow cotyledon allele of RS11, as would be expected for a monogenic recessively
inherited trait conditioning green cotyledon color.
We further examined cosegregation between cotyledon color and molecular
variation in the CaStGR1 gene in additional F2 populations. A green cotyledonary breeding
line with the CaStGR1-4 allele was crossed to the elite cultivars ‘Nash’ and ‘Billybean’
from which F2 populations were generated. Seeds of these F2s were scored for cotyledon
color prior to sowing, and subsequently degreening of vegetative leaves assessed by the
foil wrap assay. A KASP marker assay for the 1-bp deletion that occurs in this allele was
developed and used to genotype these F2 individuals, and to examine the correlation with
the seed cotyledon color and degreening phenotypes. In this analysis, all 52 individuals
with green cotyledons and delayed degreening of leaves were homozygous for the 1-bp
deletion allele. Of an additional 55 individuals with yellow cotyledons and rapid
degreening of leaves, 24 individuals were homozygous for the wild type allele, with the
remaining 31 individuals heterozygous for the two alleles. These observations are
consistent with the expected monogenic recessive nature expected for the CaStGR1-4
allele. The loss-of-function of the protein in the 52 homozygotes for the deletion allele
engendering phenotypes on seed color. By contrast, the presence of one or more of the wild
type alleles in the other 55 individuals provides a functional protein, and the associated
normal yellow cotyledon color and normal rate of degreening.
2.5.2 Characterization of Physiological Functions of Green Cotyledon Chickpea
The genetic and early phenotypic analysis indicated that green cotyledon chickpea
is sharing a common suite of characteristics such as delayed degreening in leaf tissue, and
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which were in contrast to those observed in regular yellow cotyledon chickpeas. To
determine the impacts of altered function of the chickpea stay-green gene in these green
cotyledon lines, we undertook a set of studies to characterize the impacts on plant
physiological functions and indicators of agronomic performance.
2.5.2.1. Plant Responsiveness to Soil and Atmospheric Drought (Experiment 1 and 2)
The main purpose of the response to soil and atmospheric drought experiments
(experiment 1 and 2) was to characterize the crop capacity to restrict transpiration upon
severing soil/atmospheric moisture deficit. The plant responsiveness to soil moisture
deficit could be expressed as the soil moisture threshold (i.e., fraction of transpirable soil
water; FTSW) when the plant transpiration significantly declines compared to transpiration
of WW plants. Across the experiments, we documented a wide range of the genotypic
responses to declining soil moisture. FTSW values of 0.43–0.64 were observed among
germplasm (Figure 3a), which encompassed the narrower range of FTSW (0.54-0.58)
observed in stay-green introgression lines (ILs) that originated from the Indian elite
cultivars KAK2 and JKG1 (Figure 3b and Table 2). Within the germplasm lines, genotypes
with functional StGR1-WT allele tended to limit their transpiration at a higher level of soil
moisture (FTSW threshold higher than 0.5) although we couldn’t statistically differentiate
these lines from the other tested StGR1 allelic variants. In the series of experiments with
introgression lines (ILs) based on Indian elite cultivars (KAK2 and JKG1), we found that
FTSW thresholds of both cultivated recurrent parents (KAK2 and JKG1) was very narrow
(0.54 ± 0.03) and significantly lower compared to the FTSW of the stay-green trait donor
parent ICC 16,340 (0.58 ± 0.02) whereas there was no significant difference between ILs
and the parental lines.
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Further, we tested the plant’s capacity to regulate transpiration rate (TR [g of water
transpired per cm-1 of canopy per h]) in conditions of a drying atmosphere (i.e., increasing
vapor pressure deficit; VPD). Here, we documented wide range of variability in the tested
material and across the range of conditions (outdoors typically ~0.5–3.0 kPa [Figure 4a
and 4b] and in growth chambers 1.2 to 4.6 kPa [Figure 5a and 5b]). TR responses to VPD
under natural atmospheric (outdoor) conditions and under controlled VPD (growth
chamber) conditions showed a similar trend (Figures 4a,b and 5a,b; Table 3). In
germplasm, we found no consistent trend in material with (“wild type”) stay-green allele
or without (i.e., Loss-of-Function alleles CaStGR1-1 to CaStGR1-5) in the TR
responsiveness to VPD (Figure 5a). Some StGR1 loss-of-function germplasm allelic
variants were having TR higher while others lower than values observed for germplasm
with a functional (wild type) stay-green gene. In experiment 2b and 2c’s series
encompassing the stay-green ILs, we found the stay-green donor ICC 16,340 had a higher
TR and rapid TR increase upon increasing VPD compared to the recurrent elite parents and
their stay-green derivatives in both outdoor and controlled (growth chamber) conditions
(Figures 4a, 4b, 5b; and Table 3). Interestingly, whereas ILs with the KAK2 background
had TR and VPD values intermediate to those of the stay-green donor line ICC 16,340 and
the elite cultivar KAK2 (Figure 4a), all the stay-green derivatives of JGK1 had even
significantly lower TR across the VPD regimes compared to JGK1 elite parent (Figure 4b).
Furthermore, in well watered (WW) conditions, there were no significant genotypic
differences in the specific leaf weight (SLW) in germplasm, the JKG1-derived ILs had
lower SLW compared to both of the parents (Supplementary Figures S2a,b).
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2.5.2.2. Variation in Plant Growth and Water-Use Related Traits in Lysimetric Facility
(Experiment 3a, b)
In the lysimeter experiment under well-watered (WW) conditions with germplasm
(Experiment 3a) and introgression lines (Experiment 3b), significant genotypic differences
in the total amount of water required to reach maturity were observed (data no shown).
However this was mostly conditioned by the different phenological development between
germplasm and the ILs. The relationship between total water use and days to flowering was
strongly correlated in germplasm (R2 = 0.63*; Supplementary Figure S3a) but only very
weakly in the introgression lines (R2 = 0.10ns; Supplementary Figure S3b). Under water
stress (WS) differences in total amount of water extracted from lysimeters was independent
of crop phenology but these did not coincide with the presence of particular CaStGR1 allele
in any of the material used.
Under WW and WS, although differences were observed in total biomass
accumulation and seed setting, these did not appear to be associated with the stay-green
trait. However, the relative decline in total biomass accumulation due to water stress was
very similar between all allelic variants with reduction in WS when compared to WW, of
~50% in germplasm and ~30% in IL material. In experiment 3b under WW treatments, the
seed yield was largely explained by duration of phenological stages (Supplementary Figure
S4). Interestingly in the same experiments under WS, the seed yield did not relate to crops
phenology (Supplementary Figure S4) but related positively to seed number (R2 = 0.66* in
ILs; experiment 3a, R2 = 0.73 in germplasm materials). In addition, TE [g biomass per kg
of water transpired] and seed yield were strongly associated under WS conditions [R2 =
0.62 *** in ILs (Figure 6a) and R2 = 0.37 in germplasm ], while there was a weak
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relationship between TE and seed yield under WW conditions (Figure 6b). Also, in
experiment 3b under WS, there were several stay-green isolines in each elite genetic
background, which had seed yield comparable or higher than the respective elite recurrents
and stay-green donor (Supplementary Figure S5).
2.5.2.3. Evaluation of Canopy Growth Related Traits (Experiment 4)
The canopy growth parameters were examined only among stay-green ILs
alongside the donor germplasm line ICC 16,340 and the recurrent elite cultivars JGK1 and
KAK2. We found the donor parent ICC 16,340 had lower canopy growth rates than elite
recurrent parents (JGK1, KAK2) with some of the ILs attaining higher growth rates
compared to stay-green donor parent and recurrent parents (Figure 7a) and this reflected in
the differences in canopy size and digital biomass estimates averaged across the time of
observations (Figure 7b). The parental line JGK1 grew more slowly compared to the elite
recurrent line KAK2 (Figure 7a). The stay-green derivative ILs in the KAK2 elite cultivar
background had growth rates similar to those of the recurrent elite parent KAK2 (Figure
7a). Growth rates in stay-green ILs originated from the elite cultivar, JGK1 exceeded those
observed in both parents, and at levels similar to those of in KAK2 stay-green ILs. This
indicated that stay-green IL material had recovered its vigor (Figure 7a).
2.5.2.4. Evaluation in the Field Conditions (Experiment 5)
The IL plant material that was relatively more homogeneous for the main
phenology-related characters was tested in the field alongside their recurrent parents
(experiment 5; flowering 37–53 DAS, days to maturity 97-101). Some of the tested ILs
attained similar or even higher grain yield under irrigated conditions (Figure 8a), which
61

was partially positively driven by phenology differences [Relationship between
accumulated biomass or seed yield and days to flowering; R2 = 0.51* (Supplementary
Figure S6a) and negatively related to harvest index [Relationship between accumulated
biomass and harvest index (HI); R2 = 0.30* (Supplementary Figure S6b)]. Water stress
(WS) conditions reduced the grain yield cca 40–70%. Under WS conditions, the yield of
stay-green ILs in relation with the days to flowering was much looser (Supplementary
Figure S6c). We also observed the lack of correlation between the production traits
(biomass and yield) and phenology parameters [Regression between accumulated biomass
and days to flowering; R2 = 0.0001 & regression between seed yield and days to flowering;
R2 = 0.08 ] while the relation between HI was maintained [Relationship between seed yield
and harvest index (HI); R2 = 0.21 (Supplementary Figure S6d)]. Interestingly, we found
that the extent of yield reduction due to WS was similar between the parental lines and
some of the stay-green introgression line progenies (Figure 8b), and was further positively
related to plant capacity to grow in WW but negatively in WS (i.e., higher production
potential, higher yield reduction due to WS while the “smaller” plants had suffered less
yield reduction under WS).
2.5.2.5. Leaf Pigments Content Under WW and WS Conditions (Experiments 1c, 3a,b,c)
Pigments in the Leaf Tissues and Grains.
Across all material tested, we found that plants grown outdoors (in lysimeters,
experiment 3c) maintained much higher levels of photosynthetic pigments, especially
carotenoids in leaves tissues, compared to plants cultivated in the glass-house (in
lysimeters, experiment 3b) environments .
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We found no differences between the levels of leaf pigments (i.e., chlorophyll a,
chlorophyll b, total carotenoids) and their ratio (chlorophyll a/chlorophyll b ratio) in the
materials carrying the CaStGR1-wt functioning allele and CaStGR1-1 to 5 malfunctioning
allele (ILs and some germplasm) under WW. The methodology of stress imposition and
the tissue sampling (the last fully developed leaf on the main stem) couldn’t discriminate
the stay-green material from wild-type under the WS conditions either. However, we found
a higher chlorophyll_a and cholorophyll_b content in mature seeds of material carrying
stay-green alleles compared to CaStGR1-wt in both germplasm (Supplementary Figure
S7a,b) and stay-green ILs (Supplementary Figure S8a,b). Similarly, the grain total
carotenoids content was ~10–30% higher in the stay-green loss-of-function variants
(alleles CaStGR1-1 to 5) compared to wild type (CaStGR1-WT; Figure 9a) in germplasm
and ILs. Furthermore, grain total caratenoid levels were not significantly affected by the
conditions of cultivation (WW and WS) in the introgression lines (Figure 9b).
The detailed fractionation of carotenoids contents in ILs seeds revealed that there
were ~3-fold higher levels of lutein and beta-carotene (provitamin A) in the seeds of green
cotyledon introgression lines (ILs) compared to both of the yellow cotyledon colored elite
cultivars (KAK2 and JGK1; Figure 10). By contrast, zeaxanthin content did not
significantly vary between ILs with green cotyledons and the elite cultivars with yellow
cotyledons (KAK2 and JGK1; Figure 10) used as recurrent parents in introgression line
development.
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2.6 Discussion
The two goals of the present study were to (1) understand the molecular and
functional mechanisms underlying the delayed senescence in chickpea with the “cosmetic
stay-green” trait [29,31] and, (2) to characterize the effects of the “cosmetic stay-green
trait” on plant performance in semiarid agricultural systems. Since the majority of chickpea
production occurs under water-limited rainfed conditions, (i.e., terminal drought),
understanding responses to water limitations is critical to evaluating the potential of staygreen chickpea. Lastly, we also investigated the nutrient composition of stay-green
chickpea, as a genetic biofortification technology to alleviate nutritional deficiencies for
carotenoids in consumers.
2.6.1. Identification of ‘Cosmetic Stay-Green’ Allele in Chickpea
Recent developments in genome sequencing have provided deep sequence
resources for several legumes, in terms of whole genome sequences and transcriptomes.
These sequence data provide a valuable resource for both the comparative and evolutionary
studies of genome structure and genes. Subsequent analysis of amplified chickpea
sequences and their localization to the chickpea draft genome supported the identification
of the cognate chickpea stay-green gene that exhibited a high degree of sequence similarity
with the other legume stay-green orthologs, and localized to a syntenic position on
chromosome 8 in the chickpea draft genome [50]. This genomic region corresponds to the
large-effect QTL for carotenoid concentrations described among three F2 populations of
chickpea [39], which contains the staygreen gene ortholog (LOC101509366; [39]). Our
methods highlight the utility of draft or reference genomes for the more detailed study of
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individual genes from their initial identification to deduction of orthology from the
evolutionary history.
In addition, we also conducted a whole genome skim sequencing, to delimit the
extent of the deletion in allele StGR1-5. Initial and exhaustive PCR amplifications
indicated this allele as probably encompassing the entire coding region of the chickpea
ortholog, but whose boundaries were unknown. The use of whole genome skim sequencing
of the genome for this allele allowed us to flank the large (several 10s of kbp; Figure 2b)
deletion in a single experiment. This contrasts with earlier approaches such as primer
amplicon ‘walking’ that given the large size of the deletion would not have yielded results
or required the use of a large collection of oligos at varying distance surrounding the StGR1
gene.
The monogenic recessive nature of the green cotyledon trait is supported by
observation of only yellow cotyledon phenotypes in the F1 individuals from crosses
between yellow and green cotyledon chickpeas, and in cosegregation data in segregating
progenies (described in results). Furthermore, the occurrence of green cotyledon phenotype
in F1s obtained from crosses among alleles, and invariantly green cotyledon in their F2s
supports our inference that the five molecular variants we identified and describe in this
study comprise an allelic series in StGR1 gene.
The recessive behavior of the green cotyledon alleles of chickpea is consistent with
a loss-of-function of the chickpea StGR1 gene in these phenotypic variants. This inference
is corroborated by the likely impact of the deletions on the deduced amino acid sequence
of the translated protein. The single nucleotide deletions in alleles StGR1-1 to allele
65

StGR1-4 all occur within the coding regions, and consequently these deletions would result
in a frame shift of the open reading frame (and premature truncation of the translated
protein).
The identification of five different loss-of-function alleles in CaStGR1, and the
absence of nesting (where more than one deletion allele occurs within a single genotype),
implies that the green cotyledon trait arose independently at least four times in chickpea,
and as naturally occurring variation among chickpea germplasm. The fifth geneencompassing deletion allele StGR1-5 could represent a fifth independent origin of green
cotyledon trait in chickpea. However, based on our data we cannot preclude the possibility
that this allele may have arisen secondarily within the background of one of the other small
1-bp deletion alleles (StGR1-1 to StGR1-4). Additional analyses of the green cotyledon
germplasm along with related germplasm might help to clarify this current ambiguity.
It is intriguing that green cotyledon breeding lines from the three different chickpea
breeding programs (ICRISAT in India, USDA-ARS in USA, and the University of
Saskatchewan in Canada) represent three different and distinct loss-of-function alleles of
the stay-green gene as a source of the green cotyledon trait. This could be a reflection of
the limited knowledge or availability of the sources of green cotyledon germplasm in these
breeding programs. Alternatively, the use of the different alleles in each breeding program
might reflect preferential use of distinct germplasm on the basis of other traits (e.g., for
local adaptation, market type, disease reactions) present in the various germplasm sources.
Indeed, our observation of varying phenology among green cotyledon germplasm could
represent such additional phenotypic variation, along with seed size and color that also
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vary. In such a scenario, the distinct alleles for StGR1 gene are merely inadvertently coselected for a desired common trait of green cotyledons from germplasm with additional
characteristics.
Despite the recurrent selection at an orthologous StGR gene in multiple crop
legumes for green cotyledon color, it is possible that additional genes exist that replicate
this phenotype, or might modulate it. For example, in the more exhaustively studied Rice
and Arabidopsis systems (e.g., [29,51–53]), genes other than the stay-green protein have
also been implicated in the cotyledon color or persistence of chlorophyll machinery which
would affect stay-green phenotypes. Furthermore, some aspects of the green cotyledon
trait, and its manifestation at the level of whole seeds is also likely to depend on
pigmentation in the overlying seed coat tissues. For example, in cowpea, distinct genes
controlling green color in cotyledon and green color in seed coats have been described
[42,54].
Our identification of the molecular nature of variation among green cotyledon
chickpea should facilitate the use of molecular marker assisted selection (MAS) or
backcrossing (MABC) for introgression of this trait in chickpea breeding. For example, in
the current study we developed and tested a KASP marker for the StGR1-4 allele found in
USDA-ARS breeding lines (Supplementary Tables S1 and S2). This assay is effective at
monitoring the allele states (wt or 1-bp deletion) within exon 4 of the chickpea gene, and
is being used for marker-assisted backcrossing in our program. Design and testing of
similar KASP assays for the remaining single nucleotide deletions (alleles StGR1 -1, -2, 3) is being planned to facilitate similar use of MAS with these distinct allelic variants.
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2.6.2. Green Cotyledon Trait as a Vavilovian Homologous Series of Variation
Green cotyledon market classes or types occur in several crop legumes, including
garden pea [52], Medicago [33], chickpea [30,55], common bean [52], lima bean [52], and
cowpea [54]. This recurrence suggests that the green cotyledon color trait arose from the
repeated and independent selection from the white or yellow cotyledon forms that typify
these crops and their wild relatives. The prevalence of repeated human selection for a
common phenotype in multiple crops was suggested by the pioneering crop evolutionary
botanist Nikolai Vavilov [56].
2.6.3. Stay-Green Alleles do not Affect the Plant Responsiveness to Soil and Atmospheric
Drought
2.6.3.1. Plant Responsiveness to Soil and Atmospheric Drought
Any novel crop technology intended for practical utilization in complex
agrisystems has to be appropriately tested to enhance the probability to be implemented
and accepted. In many of the semiarid rain-fed agrisystems, one of the main limiting factors
to crop productivity is soil moisture deficit [2,8,57–60]. To understand plant responses to
decreased soil moisture, we have generated substantial evidence on plant functions that
contribute to crop adaptations in these environments [61–65]. In the present study we
evaluated whether stay-green phenotype in chickpea underlined by CaStGR1 gene might
be functionally involved in any important environmental adaptations (i.e., responsiveness
to soil and atmospheric drought). We found that in all tested material carrying the staygreen CaStGR1 gene (germplasm or cultivated crop types) we did not observe any
association between allelic variation and plant responsiveness to soil/atmospheric drought
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which would have impacted crop production in dry environments. In the cultivated plant
types, we found that CaStGR1-2 stay-green ILs inherited the level of environmental
adaptations from the cultivated parent rather than from the donor of this stay-green allele
(ICC 16340). In some particular cases, the level of adaptive features was even more
pronounced than in the cultivated recurrent parent (JGK-1 and derived ILs; Figure 4b). We
speculate that this “transgressive segregation” could have been, at least partially, driven by
the higher capacity to grow and expand canopy of ILs originated from this cross (Figure
7b; see [65]).
2.6.3.2. Plant Water-Use Related Traits and Agronomic Performance
Crop functions linked to quantity and efficiency of water utilization (e.g., see
above) determines its agronomic performance, especially in environments limited by the
water availability [10,66,67]. As discussed above we showed that CaStGR1 allelic
variation does not appear to affect the relatively simple plant functions which were
previously documented to influence crop adaptations to dry environments [2,59,68].
However, since crop yield is a very complex trait, we have also tested the CaStGR1 allelic
variants in the systems relevant for evaluation of crop agronomic characteristics (i.e.,
lysimteric system and field).
We found there were significant differences in grain and biomass yield in
germplasm when tested under different irrigation regimes but none of the differences
seemed to coincide with the presence of disrupted CaStGR1 allele (CaStGR1-1 to
CaStGR1-5). These differences in germplasm production characteristics were mostly
explained by the differences in phenological development. In the stay-green CaStGR-1-2
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ILs derived on cultivated background, we found significant genotypic differences in the
main production parameters with the recurrent parents attaining generally higher
production (example on Figure 8a). Nevertheless, in each of these experiments there were
at least few ILs in the genetic background of each of the two elite cultivars whose
production was comparable to the elite recurrent parents under WW and WS treatment
(which ILs were consistent). Interestingly, under WS treatment, yield of some ILs was
similar to that of their respective recurrent parents despite the phenological development
of these ILs was generally several days longer (~14 days). Further, we found that the
relation between seed yield and flowering time was much looser than that of the germplasm
(as in [69,70])-especially under WS where this correlation was hardly significant (e.g.,
Supplementary Figure S6). However, we found that the majority of variation in grain yield
and yield components within this material was explained by TE, especially under WS
(Figure 6a, b). We can speculate that higher TE in some of the tested ILs could have been
the consequence of lower TR and increased transpiration responsiveness of some ILs to
VPD (see above and Figure 4b). We can further speculate that the enhanced TE of some
tested ILs could be a consequence of yet to be determined mechanisms induced by portions
or interactions of genome remaining from the donor genotype since the recurrent
background of IL material was not completely recovered at BC4-5:F2 (i.e., ~94–97% of
recurrent background recovered).
Collectively these data indicate that across the range of tested conditions there is
no significant trade-off between elevated carotenoid content and agronomic productivity.
Yields were similar between lines with “wild type” CaStGR1 (with yellow cotyledons) and
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genotypes with loss-of-function alleles in the CaStGR1 gene (with green cotyledon and
delayed degreening phenotypes).
2.6.4. Stay-Green Alleles Extend Retention of Chlorophyll and Provitaminogenic
Carotenoids in Grains and Leaves
Several stay-green plant phenotypes have been described in different crops [52].
The common denominator of “stay-green” phenotype can be described as a plant’s capacity
to remain green (i.e., maintain chlorophylls) in particular circumstances (reviewed
[29,71,72]). In general, we can consider two basic stay-green types; “cosmetic” and
“functional”. Cosmetic stay-green is underlined by any mechanism that avoids
chlorophylls to degrade—therefore the plant tissues appear green even if desiccated.
Functional stay-green is a consequence of plants ability to manage resources during the
crop cycle (e.g., water and nitrogen; [8,25,27,28,73,74]).
We present evidence that the green-seeded chickpea material is of a “cosmetic”
type and depended on the presence of disrupted CaStGR1 gene, an ortholog of Mendel’s I
locus of garden pea (see above), that affects the function of chlorophyll degrading enzyme
[48] and resulted in retention of chlorophylls in dried plant tissues (grain and leaf). We
were further interested in addressing whether the composition of chlorophylls a and b and
the functionally related pigments (carotenoids) differed among plant tissues (grain and
leaves) during a range of circumstances (irrigated and water stress).
Consistently, we found that the levels and the composition of pigments did not
significantly differ between genotypes carrying disrupted CaStGR1 gene (allele 1–5) and
wild-type under irrigated and even under water stress conditions (probably because for this
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estimation only the leaves from the top of the plants which still remained green even in
wild-type were sampled). Nevertheless, we found that all stay-green genotypes, in general,
maintained higher level of pigments in matured grains compared to wild-type in irrigated
conditions (similarly in [30]). The pigments in the grain were not significantly affected by
the conditions of cultivation (WW and WS) across the range of material tested and the
grains produced by plants exhibiting stay-green phenotype had all 10-100% higher
chlorophyll and total carotenoids contents compared to the respective wild-type checks
(similarly in [30,75]). Further dissection indicated the stay-green ILs contained two to three
fold higher levels of specific A-provitaminogenic carotenoids (beta-carotene) resembling
or exceeding the levels achieved by “golden-rice” technology [39,76].
Additional studies are required to determine the extent to which these elevated
levels of carotenoids translate into enhanced bioavailability of vitamin A for humans,
factors influencing consumer acceptance of green cotyledon colored chickpeas as dry
grains, and if green cotyledon chickpea may be associated with conditionally-reduced seed
germination or seedling establishment as has been observed in some other crop legumes.
2.6.5. Conclusions
Chickpea production suffers greatly due to its cultivation predominantly as a rainfed crop, particularly across developing countries. Significant progress has been made from
crop agronomic practices and breeding to address the yield gap to ensure appropriate
caloric intake of populations inhabiting these areas. Although caloric intake is slowly
increasing, human nutrient deficiencies prevail in the same regions and remain largely
unaddressed. Therefore, in this paper we tested the suitability of stay-green chickpea for
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cultivation in semiarid tropical regions, which as a genetic biofortification technology may
help to reduce widespread vitamin-A deficiency while maintaining the levels of agronomic
production. We tested a range of plant material with the stay-green character which was
expressed as an extended maintenance of chlorophylls and carotenoids in dry seeds and
leaves. We found this particular phenotype was controlled by variation in a single gene,
CaStGR1, an ortholog of Mendel’s I locus of garden pea, which occurred in 5 different
allelic variants in the tested material. We also showed that across a range of environmental
conditions the stay-green allelic variants were very likely neither influencing the
mechanisms linked to drought stress adaptations nor negatively influencing important
agronomic traits. Our evidence that the green-seeded CaStGR1 variants contain multiplefold higher levels of the phytonutrients lutein, and provitamin A (beta-carotene) when
compared to the more common yellow cotyledon chickpea indicate a higher nutritional
value of the green cotyledon type. Further investigations of the bioavailability of vitamin
A, multilocation trials for yield stability, and acceptability of the stay-green chickpea
products in production regions by producers and consumers are warranted in order to
establish the efficacy of genetic biofortification with stay-green chickpea for improving
human nutrition and health.
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2.8 Tables
Table 2.1 Summary of nucleotide variants identified in CaStGR1 among chickpea
germplasm. The color of cotyledons, designated allele names for the variants, the nature of
molecular lesions found in each allele, and their frequencies among germplasm studied are
listed
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Table 2.2 Regression analysis of transpiration response to soil drying of green cotyledon
trait donor genotype ICC 16340, recurrent yellow cotyledon elite cultivars KAK-2 and
JGK1 and backcross introgression lines of the green cotyledon trait in these elite cultivar
backgrounds.
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Table 2.3 Regression analysis of transpiration response to VPD in outdoor and growth
chamber of green cotyledon trait donor genotype ICC 16340, recurrent yellow cotyledon
elite cultivars KAK-2 and JGK1 and backcross introgression lines of the green cotyledon
trait in these elite cultivar backgrounds.
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2.9 Figures

Fig. 2.1 Seed and leaf senescence phenotypes of normal and green chickpea. Dried mature
seed of common chickpea with yellow cotyledons (a) and of the green cotyledon colored
type (b). Differential degreening rates in detached leaves floated on water after 5 days in
the absence of light from normal chickpea (c) and green cotyledon type (d), and from leaves
wrapped in aluminum foil from yellow (e) and green chickpea (f). Asterisk in (e) and (f)
mark leaves covered by foil for 5 days. Blue lines in each panel corresponds to 1 cm.
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Fig. 2.2 Gene structure and genomic context of type chickpea stay-green gene CaStGR1.
(a) Schematic of the gene structure of CaStGR1 are shown in (a), with the four exons
denoted by gray boxes and the three introns as thin lines. Locations of the four small
deletion alleles CaStGR1 through CaStGR4 are denoted by triangles above the exons. (b)
Whole genome Illumina short read skim sequencing read pileups of three normal yellow
cotyledon colored chickpea genotypes (ICCV 2, ICC Figure 2. Gene structure and genomic
context of type chickpea stay-green gene CaStGR1. (a) Schematic of the gene structure of
CaStGR1 are shown in (a), with the four exons denoted by gray boxes and the three introns
as thin lines. Locations of the four small deletion alleles CaStGR1 through CaStGR4 are
denoted by triangles above the exons. (b) Whole genome Illumina short read skim
sequencing read pileups of three normal yellow cotyledon colored chickpea genotypes
(ICCV 2, ICC 16,207 and ICCV 96029) are aligned to the chickpea reference of ‘CDC
Frontier’, alongside those from genotype W6 25,975 that harbors the large deletion allele
CaStGR1-5. Predicted genes Ca-02399 (CaStGR1) and two flanking low copy genes Ca02398 (cytC) and Ca-02400 (50 ORF) are marked by ovals. Location of oligonucleotides
used in PCR amplification assays from the vicinity of CaStGR1 and falling within the large
deletion are marked by gray arrows, and those from the deletion spanning amplification
PCR are marked by blue arrows.
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Fig. 2.3 (a) Normalized transpiration ratio (NTR) versus fraction of transpirable soil water
(FTSW) of chickpea genotypes differed in deletion of CaStGR1gene segments [ICC
08504-CaStGR-1-#Wild type (filled square with solid red line); ICC 06426-CaStGR-1Wild type (filled round with solid blue line); ICC 17505-CaStGR-1-5 (filled upward
triangle with dashed green line); ICC 17661-CaStGR-1-1 (filled down-word triangle with
dashed green line); ICC 06814-CaStGR-1-2 (filled diamond with solid green line) and ICC
17660-CaStGR-1-3 (open round with solid green line)] exposed to progressive drying soil
under glasshouse conditions. During detached leaf green assay, ICC 08504-CaStGR-1#Wild type showed yellow colour in all leaflets fully. By contrast, ICC 06426-CaStGR-1Wild type showed semi-green colour leaflets. Genotypes with CaStGR1-1 (ICC 17661),
CaStGR1-2 (ICC 06814), CaStGR1-3 (ICC 17660), and CaStGR1-5 (ICC 17505) showed
completely green colour in all the leaflet during detached leaf green assay. Values are
transpiration data of five replicated plants for each genotype at each FTSW condition. The
FTSW thresholds where transpiration initiated its decline were calculated with a plateau
regression procedure from SAS. The regression lines of the relationships between NTR
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and FTSW were drawn by fitting NTR to FTSW data above and below the respective
threshold for transpiration decline in each genotype with GraphPad Prism. The FTSW
breakpoint (BP) are displayed in the figures. (b) Normalized transpiration ratio (NTR)
versus fraction of transpirable soil water (FTSW) of stay green chickpea introgression lines
(ILs) with different genetic background [stay green donor parent (DP) ICC 16,340 parent
(RP) KAK2 (diamond with solid blue line); KAK2 background introgression lines KAK2ILs (diamond with dashed red line)] exposed to progressive drying soil under glasshouse
conditions. Values are transpiration data of five replicated plants for each genotype at each
FTSW condition. The FTSW thresholds where transpiration initiated its decline were
calculated with a plateau regression procedure from SAS. The regression lines of the
relationships between NTR and FTSW were drawn by fitting NTR to FTSW data above
and below the respective threshold for transpiration decline in tested genotype with
GraphPad Prism. The FTSW breakpoint (BP) and their confidence intervals of regressions
are displayed in the figures.
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Fig. 2.4 Transpiration rates (TR) of stay green chickpea introgression lines (ILs) with
different genetic backgrounds of KAK2 elite cultivar (a), and 4JGK1 elite cultivar (b). Stay
green donor parent (DP) ICC 16,340 (round with solid green line); Recurrent parent (RP)
KAK2 (round with solid red line); KAK2 background introgression lines ICCX-060119107, ICCX-060119-113, ICCX-060119-116 and ICCX-060119-123 (round with solid blue
line); Recurrent parent (RP) JGK1 (round with solid red line); JGK1 background
introgression lines ICCX-060121-125, ICCX-060121-128 and ICCX-060121-129 (round
with solid blue line)] are response to natural changing in the atmospheric vapour pressure
deficit (VPD) cycle. TRs were measured on well-watered plants grown in the glasshouse,
which were temporarily transferred to outdoor conditions. There, plants were exposed to
natural changing atmospheric VPD. TR and VPD data were used to draw a segmental or a
single linear regression for all tested genotypes. Each data points represents the means (±
SE) of eight replicates per genotype.
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Fig. 2.5 (b) Transpiration rates (TR) of six selected chickpea genotypes differed in deletion
of CaStGR1gene segments [ICC 05727-CaStGR-1-#Wild type (round with solid red line);
ICC 17531-CaStGR-1-Wild type (square with solid pink line); ICC 08244-CaStGR-1-5
(upward triangle with solid green line); ICC 08245-CaStGR-1-1 (diamond with solid blue
line), ICC 04969-CaStGR-1-2 (star with solid orange line) and ICC 01165-CaStGR-1-3
(downward triangle with solid pink line)] in response to increasing VPD. During detached
leaf green assay, ICC 05727-CaStGR-1-#Wild type showed yellow colour in all leaflets
fully. By contrast, ICC 17531-CaStGR-1-Wild type showed semi-green colour leaflets.
Genotypes with CaStGR1-1 (ICC 08245), CaStGR1-2 (ICC 04969), CaStGR1-3 (ICC
01165), and CaStGR11-5 (ICC 08244) showed completely green colour in all the leaflet
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during detached leaf green assay. TRs were measured on well-watered plants grown in the
glasshouse, which were temporarily transferred to a growth chamber with control over
temperature and relative humidity. There, plants were exposed to increasing VPD, set by
modifying temperature and humidity. TR data are the mean of five replicate plants,
computed hourly at each of the eight VPD levels. Data were used to draw a segmental or a
single linear regression for all tested genotypes. Each data points represents the means (±
SE) of five replicates per genotype. The slopes and breakpoint (BP) of regressions are
displayed in the figures. (b) Transpiration rates (TR) of stay green chickpea introgression
lines (ILs) with different genetic background [stay green donor parent (DP) ICC 16,340
(square with solid green line); Recurrent parent (RP) JGK1 (square with solid red line);
JGK1 background introgression lines JGK1-ILs (square with dashed red line); Recurrent
parent (RP) KAK2 (diamond with solid blue line); KAK2 background introgression lines
KAK2-ILs (diamond with dashed red line)] are response to increasing VPD. TRs were
measured on well-watered plants Figure 5. (a) Transpiration rates (TR) of six selected
chickpea genotypes differed in deletion of CaStGR1gene segments [ICC 05727-CaStGR1-#Wild type (round with solid red line); ICC 17531-CaStGR-1-Wild type (square with
solid pink line); ICC 08244-CaStGR-1-5 (upward triangle with solid green line); ICC
08245-CaStGR-1-1 (diamond with solid blue line), ICC 04969-CaStGR-1-2 (star with
solid orange line) and ICC 01165-CaStGR-1-3 (downward triangle with solid pink line)]
in response to increasing VPD. During detached leaf green assay, ICC 05727-CaStGR-1#Wild type showed yellow colour in all leaflets fully. By contrast, ICC 17531-CaStGR-1Wild type showed semi-green colour leaflets. Genotypes with CaStGR1-1 (ICC 08245),
CaStGR1-2 (ICC 04969), CaStGR1-3 (ICC 01165), and CaStGR11-5 (ICC 08244) showed
completely green colour in all the leaflet during detached leaf green assay. TRs were
measured on well-watered plants grown in the glasshouse, which were temporarily
transferred to a growth chamber with control over temperature and relative humidity.
There, plants were exposed to increasing VPD, set by modifying temperature and humidity.
TR data are the mean of five replicate plants, computed hourly at each of the eight VPD
levels. Data were used to draw a segmental or a single linear regression for all tested
genotypes. Each data points represents the means (± SE) of five replicates per genotype.
The slopes and breakpoint (BP) of regressions are displayed in the figures. (b)
Transpiration rates (TR) of stay green chickpea introgression lines (ILs) with different
genetic background [stay green donor parent (DP) ICC 16,340 (square with solid green
line); Recurrent parent (RP) JGK1 (square with solid red line); JGK1 background
introgression lines JGK1-ILs (square with dashed red line); Recurrent parent (RP) KAK2
(diamond with solid blue line); KAK2 background introgression lines KAK2-ILs (diamond
with dashed red line)] are response to increasing VPD. TRs were measured on well-watered
plants grown in the glasshouse, which were temporarily transferred to a growth chamber
with control over temperature and relative humidity. There, plants were exposed to
increasing VPD, set by modifying temperature and humidity. Data were used to draw a
segmental or a single linear regression for all tested genotypes. Each data points represents
the means (± SE) of eight replicates per genotype. The slopes and breakpoint (BP) of
regressions are displayed in the figures.
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Fig. 2.6 Relationships between seed yield and transpiration efficiency (TE) under (a) water
stressed 28 (WS) and (b) well watered conditions (WW) in stay green chickpea genotypes
grown in the PVC 29 cylinders (Lysimetric facility). The data used for these regression
analyses are replicated data, 30 obtained under WS and WW conditions. For each
genotype, five replicates data points were used to 31 draw the linear regressions. The stay
green donor parent (ICC 16340) data are represented in green 32 colour, recurrent parent
(JGK1) data are represented in red colour, recurrent parent (KAK2) data are 33 represented
in pink colour and introgression lines (ILs) are represented in grey colour. The slopes and
R2 of regressions are displayed in the figures. R2 34 values with * and *** (astric) symbols
are 35 significantly different at p < 0.05 and p <0.001.
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Fig. 2.7 (a) Growth rate variation in digital biomass of stay green chickpea introgression
lines (ILs) 50 with different genetic background [stay green donor parent (DP) ICC 16,340
(round with solid green 51 line); Recurrent parent (RP) JGK1 (round with solid red line);
JGK1 background introgression lines 52 JGK1-ILs (round with dashed red line); Recurrent
parent (RP) KAK2 (round with solid blue line); 53 KAK2 background introgression lines
KAK2-ILs (round with dashed blue line)] are measured by 54 LeasyScan phenotyping
platform. Each data point represents the means (± SE) of four replicates per 55 genotype.
Data were used to draw a line graph for all tested genotypes. (b.) Variation in digital 56
biomass of stay green chickpea introgression lines (ILs) with different genetic background
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[stay 57 green donor parent (DP) ICC 16,340 (bar filled with solid green colour); Recurrent
parent (RP) JGK1 58 (bar filled with solid red colour); JGK1 background introgression
lines JGK1-ILs (bar crossed lines 59 with red colour); Recurrent parent (RP) KAK2 (bar
filled with solid blue colour); KAK2 background 60 introgression lines KAK2-ILs (bar
crossed lines with blue colour)] are measured by LeasyScan 61 phenotyping platform. Each
data points represents the means (± SE) of four replicates per genotype. 62 Data were used
to draw a bar graph for all tested genotypes. Bars with different letters are aignificantly
different (p<0.05).
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Fig. 2.8 (a) Variation in seed yield under well water (bar filled with blue colour) and water
stress (bar filled with pink colour) conditions. The data used for these bar graphs are mean
data, obtained under well-watered (WW) and water stress (WS) conditions. For each
genotype, three replicates data points were used to draw the bar graph. Bars with different
capital letters (well-watered—WW) and small letters (water stressed—WS) alphabets are
significantly different (p < 0.05) and same letters represents non-significant. (b) Percentage
of seed yield reduction under water stress (WS) conditions. The data used for these bar
graph are mean data, obtained from well watered seed yield data were normalised against
water-stressed seed yield data and then seed yield reduction values are presented in
percentage. The data of stay green donor parent ICC 16,340 (bar filled with black colour);
recurrent parent-JGK1 (bar filled with red colour); recurrent parent-KAK2 (bar filled with
blue colour); stay-green introgression lines from both JGK1 and KAK2 genetic
background–ILS (bar filled with green colour).
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Fig.2.9 Variation in (a) seed total carotenoids content in germplasm [ICC 08,504
(CaStGR1-#WT), ICC 08,244 (CaStGR1-WT), ICC 17,661 (CaStGR1-1), ICC 06,814
(CaStGR1-2) and ICC 17,660 (CaStGR1-3)] and (b) stay green chickpea introgression
lines (ILs) with different genetic background under well-watered (WW) and water-stressed
(WS) conditions. During detached leaf green assay, ICC 08504-CaStGR-1-#Wild type
showed yellow colour fully in all leaflets. By contrast, ICC 08244-CaStGR-1-Wild type
showed semi-green colour leaflets. Genotypes with CaStGR1-1 (ICC 17661), CaStGR1-2
(ICC 06814) and CaStGR1-3 (ICC 17660) showed completely green colour in all the leaflet
during detached leaf green assay In both graph (a) and (b), closed bars represents WW and
open bars are represents WS. Each data points represents the means (± SE) of five replicates
per genotype. Data were used to draw a bar graph for all tested genotypes. Bars with
different capital letters (well water-WW) and small letters (water stressed-WS) alphabets
are significantly different (p < 0.05) and same letters represents non-significant
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Fig. 2.10 Variation in different carotenoids content (Lutein, Zeaxanthin and beta carotene)
in seeds of stay green chickpea introgression lines (ILs) with different genetic background
[ICCX-109 (KAK2 genetic background and ICCX-129 (JGK1 genetic background) and
their recurrent parents (JGK1 and KAK2). The lutein pigment data are represents in light
grey colour bars; Zeaxanthin pigment data are represents in black colour bars and beta
carotene pigment data are represents in dark grey colour bars. Each data points represents
the means (± SE) of three replicates per genotype.
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3.2 Abstract
Despite the importance of crop responses to low-fertility conditions, few studies have
examined the extent to which domestication may have limited crop responses to lowfertility environments in above- and belowground traits. To this end, studies that have
addressed this topic are usually limited in that few wild accessions are used and therefore
do not fully capture the genotypic and phenotypic diversity of wild relatives. To examine
how domestication has affected the response of above- and belowground agronomic traits,
we measured root and leaf functional traits in an extensive set of wild and domesticated
chickpea accessions grown in low and high nitrogen environments. The wild accessions
used in this study broadly captures the genetic and phenotypic diversity of domesticated
chickpea’s (Cicer arietinum) closest compatible wild relative (C. reticulatum). Our results
revealed similar responses to lower nitrogen availability among wild and domesticated
chickpea for both above- and below-ground functional traits, with limited evidence of
canalization in domesticated chickpea. However, when taking into account specific
accessions, we found significant two-way interactions between nitrogen availability and
domestication history for several functional traits: specific root length, root density,
aboveground biomass, and water use efficiency. Our results suggest that domestication
dampened the variation in response type of cultivated chickpea to higher nitrogen
environments for below- and aboveground traits in comparison to wild chickpea. In
addition, our findings document substantial variation between accessions, particularly in
the wild germplasm; thus, highlighting the need for a greater number of wild accessions
used in domestication studies.
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3.3 Introduction
The practice of artificial selection on organismal traits was a critical innovation in
human history that allowed for the rapid directional modification of traits in plants and
animals. In crops like legumes, humans primarily selected for traits such as pod
indehiscence, reduced seed dormancy, and yield (e.g., Gross and Olsen 2010; Meyer et al.
2012; Olsen and Wendel 2013; Smýkal et al. 2018). However, selection to modify one trait
can often lead to a modification in other traits due to trait covariation and underlying
genetic linkage (Lande and Arnold 1983; Price and Langen 1992). The evolution of traits
through the inadvertent selection of correlated traits and genetic linkage are well
documented in a variety of species (Rauw et al. 1998; Kingsolver et al. 2001; Hoekstra et
al. 2001; Hereford et al. 2004; Kingsolver and Pfennig 2007). In crops, similar patterns of
correlated selection combined with population bottlenecks during domestication may have
unintentionally altered non-target traits, potentially canalizing crop responses to different
environmental conditions (Flatt, 2005; Morrell et al. 2011; Meyer et al. 2012; Smýkal et
al. 2018; Gaut et al. 2018; Lye and Purugganan 2019). Understanding the degree to which
domestication has canalized or otherwise altered plant traits, and the ability of plants to
respond to low fertility environments can aid agricultural programs to combat food
insecurity in a changing global climate.
Domesticated plants typically exhibit exaggerated phenotypic traits (such as bigger
seeds/fruits, reduced seed dormancy, altered plant height, apical dominance/reduced
branching, seed shattering/fruit abscission, and a loss of vernalization) compared to their
wild ancestors - a phenomenon commonly known as a domestication syndrome (DS)
(Hammer 1984; Lenser and Theißen 2013). Domestication syndromes are an example of
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strong human-imposed selection rapidly shifting a common set of traits in a number of crop
species that Nikolai Vavilov termed the ‘homologous series of variation’ (Smartt 1990),
which in some cases have a shared or similar genetic basis (e.g., Meyer et al. 2012; Ogutcen
et al. 2018). Although many comparative studies have demonstrated how artificial selection
can lead to marked decreases in genomic and phenotypic variation in domesticated plants
compared to wild relatives (e.g., Morrell et al., 2011; (Olsen and Wendel 2013; Gaut et al.
2018; Lye and Purugganan 2019; Hufford et al. 2019), the majority of comparative research
of phenotypes has focused on the impacts of domestication on aboveground agronomic
traits such as seed size or shattering (e.g., Milla et al. 2015; Smýkal et al. 2018; Ogutcen et
al. 2018). Relatively few studies have examined the potentially canalizing effects of
domestication on belowground functional traits such as root architecture and root-soilnutrient dynamics (e.g., Bulgarelli et al. 2015; Milla et al. 2015; Pérez-Jaramillo et al.
2016). Even fewer have taken a whole-plant approach to understand the impact of
domestication on above- and below- ground traits in tandem; thus, limiting our
understanding of how domestication may have impacted plant function. Furthermore, most
studies assessing the effects of domestication on crops have utilized very small numbers of
genotypes of wild relatives, limiting the power and potential to extrapolate from these
comparisons.
Although crop wild relatives have increased the economic value of many crops
through disease resistance and other important traits (e.g., Price waterhouse cooper LLC,
2014; Costanza et al. 1997), the ecology of crop wild relatives is generally poorly
understood (Warschefsky et al. 2014). Many crop wild relatives are found in environments
with limited water availability and nutrient-poor soils compared to their domesticated
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counterparts that occur in agricultural farms (e.g., McKey et al. 2012; Grossman and Rice
2012; Milla et al. 2015). However, these wild habitats are heterogeneous and likely to
maintain phenotypic plasticity, in contrast to trait canalization (sensu Flatt, 2005). As a
result, a shift to fertile environments during domestication (i.e., as humans often initially
cultivated richer valley soils, and learned to till soils and fertilize crops with animal waste)
may have relaxed selective pressures on plant functional traits that impact resource
acquisition like carbon, nitrogen, and water uptake from nutrient-poor soils and/or
canalized responses under high fertility conditions (Grossman and Rice 2012; Martin and
Isaac 2015). Canalization of nutrient uptake traits under nutrient-rich environments in
cultivated crop lineages could lead to poorer performance than ancestral wild populations
in nutrient-limiting environments from erosion of genes for these traits in cultivated gene
pools. This would result in a reduced capacity to grow in low nutrient conditions, such as
those typical in many small-holder farming systems in the developing world, for farmers
restricted to marginal soils, and to some organic production systems.
The impacts of domestication on belowground traits may be particularly
pronounced for crops with complex soil interactions such as legumes. A recent study
suggests the domestication of common bean (Phaseolus vulgaris), for which domestication
and post-domestication selection by humans has focused on fruit yield and size, has also
resulted in shifts in traits critical to soil interactions and nutrient dynamics including root
microbiome composition, increased specific root length (SPL), and decreased root density
(Pérez-Jaramillo et al. 2017). Despite the impact of domestication on agronomic traits, a
broad set of root functional traits remain unexplored for most of the world’s most
economically important crop species. For example, chickpea (Cicer arietinum) is the
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second most important grain legume globally, and the leading legume in South Asia (Fao
et al. 2017). The need for such studies in economically important crop species such as
chickpea is more urgent than ever, with reductions in rainfall and soil fertility predicted to
result in decreased yields in several food-insecure areas like India, Ethiopia, and Turkey,
where chickpea is a key source of nutritional security and a cash crop (Singh et al. 2014;
Ahmed et al. 2016). Therefore, understanding the degree to which domestication has
impacted plant traits, and the ability of plants and traits to respond to new environments, is
critical to adapting agricultural programs in a changing climate.
Chickpea is an ideal system to address the impacts of domestication on above- and
belowground phenotypes because it is one of the earliest domesticated crops with a wellstudied domestication history (Redden and Berger 2007; von Wettberg et al. 2018).
Chickpea was domesticated during the Neolithic period 12,000 years ago in the nutrientpoor arid mountain ridges of southeast Anatolia and has undergone four evolutionary
genetic bottlenecks that have severely reduced genomic and phenotypic variation (Abbo et
al. 2003; Redden and Berger 2007; von Wettberg et al. 2018). In line with other studies on
the impact of domestication on the phenotypic plasticity for resource acquisition
(Grossman and Rice 2012; Martin and Isaac 2015), it is possible that selection practices on
chickpea in high fertility environments led to a canalized response (loss of plasticity) in
above- and belowground traits related to resource acquisition such as carbon, nitrogen, and
water use relative to its wild relatives which are generally adapted to low nitrogen
environments.
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To understand how domestication affected above- and belowground agronomic
traits, resource-use efficiency, and adaptive capacity in crops, we assembled a uniquely
large collection of wild chickpeas from southeastern Turkey, providing sufficient numbers
of genetically distinct wild genotypes to examine differentiation in above- and
belowground phenotypes between cultivated crops and their wild relatives (von Wettberg
et al. 2018). We grew wild and domesticated chickpea accessions in low and high nitrogen
concentrations and measured root and leaf functional traits. We hypothesized that if
domestication for typical agronomic traits has resulted in inadvertent selection in other
functional traits due to cultivation in higher fertility environments that are typical of
agriculture, then 1) wild accessions will have traits consistent with greater performance
and resource use efficiency in low nutrient conditions compared to domesticated
accessions, and 2) domesticated accessions will exhibit lower phenotypic plasticity in root
and leaf functional traits.
3.4 Methods and Materials
3.4.1 Plant germplasm used
Twenty-seven genetically diverse accessions of chickpea were used in this study
(Table 1). Six accessions: CDC Frontier, ICC16207, Gokce, Dwelley, Myles, and UC15
are cultivars originating from four countries: United States, Canada, Turkey, and India.
These accessions were selected because they represent both chickpea market types, Desi
and Kabuli (Penmetsa et al. 2016), and are widely grown in their native countries. The
remaining 21 accessions are wild chickpea lines systematically collected from different
regions of Turkey, the native range of wild chickpea (von Wettberg et al. 2018). These
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accessions were selected to maximize genetic and native environmental differences in the
material to capture as much wild diversity as possible.
3.4.2 Experimental Design
All accessions were grown in a shade house at Fairchild Tropical Botanic Garden
in Coral Gables, Florida, from Dec-2016 to Mar-2017. Average day and night temperature
during this period ranged between 27oC and 16oC, and average monthly rainfall was 5 cm
(USclimatedata.com). Seeds of each accession were planted in 11-liter pots containing 8
liters of a mixture of sand and coconut coir. This mixture was used as a planting media to
minimize the nitrogen present before preparation. Plants were watered every 48 hours by
an automatic sprinkler system.
Eight replicates of each accession were subjected to two different nitrogen
treatments: 1 ppm (2.362 mg N source/L planting media) and 100 ppm (238506.2 mg/L).
ESN Polymer Coated Urea (Agrium U.S. Inc.), a slow-release nitrogen pellet was used as
the nitrogen source. These treatments were chosen to represent generally nutrient poor
conditions in the wild, and a typical nitrogen level found in an agricultural field setting,
respectively. To make sure other nutrients were not limiting for chickpea growth, all pots
received 2.40 mg/L Phosphorus (P) as Al(PO3)3, 470.8 mg/L Calcium (Ca) as
CaSO4·2H2O, 507.8 mg/L Magnesium (Mg) as MgSO4·7H2O, 2.598 mg/L Copper (Cu) as
CuSO4·5H2O, 5.401 mg/L Zinc as ZnSO4·7H2O, 22.96 mg/L Manganese (Mn) as
MnSO4·H20, 2.499 mg/L Boron (B) as Na2B4O7·10H2O[/] and 0.119 mg/L Molybdenum
(Mo) as Na2MoO4·2H2O. Plants were grown in the absence of rhizobial symbionts, as
evidence suggests that wild and cultivated chickpea differ in symbiont preference
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(Greenlon et al., unpublished, Greenlon et al. 2019), and rhizobial symbionts differ in their
tolerance of different soils (Alford et al., unpublished, Greenlon et al. 2019). All pots were
randomly arranged in a grid in the shade house.
3.4.3 Gas-exchange
Gas-exchange measurements were performed on mature leaflets for 6-8 individuals
per genotype using the LI-6400 infrared gas analyzer (Li-6400, Li-Cor Inc., NE, USA).
Chamber conditions were set to 1300 µmol PAR and CO2 concentration of 400 ppm. The
block temperature was set to 28°C achieving an average temperature of 28.91°C (+/- 1.35
°C) and the vapor pressure deficit (VPD) was 1.38 kPa (+/- 0.37 kPa). After gas exchange
rates had stabilized (≥ 6 min), net photosynthetic rates (AN) and stomatal conductance (gS)
were recorded. The leaf area was corrected using digital photographs of the leaf material
that was inside the chamber using ImageJ (Wayne Rasband/NIH, Bethesda, MD, USA).
Gas-exchange measurements were taken between 0800 and 1300 hours.
3.4.4 Stable Isotope Chemistry
The leaflets used for gas-exchange were cut and digitally photographed in the field
(for later analysis of specific leaf area) and then placed into coin envelopes and stored in a
drying oven at 75°C for at least 72 hours before being weighed. Leaflet area was calculated
in ImageJ (Wayne Rasband/NIH, Bethesda, MD, USA), and specific leaf area (SLA) was
calculated from the ratio of fresh area (cm2) and dry mass (g). The dried samples were then
run through a Carlo Erba NC2500 elemental analyzer (CE Instruments Ltd. England, UK)
in tandem with a Thermo Delta V Stable Isotope Mass Spectrometer (Thermo Fisher
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Scientific Inc. Waltham, MA, USA) at the Cornell University isotope lab (COIL) to
measure elemental chemistry i.e. δ13C and %N.
3.4.5 Root and Canopy Morphology
Above- and belowground plant biomass was harvested twelve weeks after sowing.
Aboveground biomass was defined as all living biomass above the soil. A subset of wild
and domesticated replicates of each accession for each treatment (1 ppm and 100 ppm)
were randomly selected for leaf area measurements. All leaves of selected plants were
removed, laminated, and scanned at 1200 dpi using an Epson Perfection V700 scanner
(Epson America, Long Beach CA). Lamination prevented folding of leaves during
scanning and allowed more measurements to be taken by slowing down wilting. For the
remaining plants, aboveground biomass was placed in a drying oven for 24 hours, after
which the dry mass was recorded using an analytical balance (Mettler Toledo ME103TE,
Columbus, OH, USA). All belowground biomass was carefully separated from the soil,
cleaned with deionized water, and scanned for image analysis. The samples were then dried
and weighed as described above. The image analysis system, WinRHIZO (version
Arabidopsis) was used to calculate root length [i.e. RL], average root diameter [i.e. RD],
root surface area [i.e. RSA], root volume [i.e. RV], and leaf area [i.e. LA] from root and
leaf scans (Regent Instruments, Quebec City, Quebec, Canada). Specific root length and
root density were calculated by dividing root length (cm) by belowground biomass (g) and
belowground biomass (g) by root volume (cm³), respectively.
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3.4.6 Data Analysis
A nested generalized linear mixed model (GLMM) (Bates et al. 2015; Kuznetsova
et al. 2017) was used to test for significant differences for all measurements between
treatments (1 ppm and 100 ppm), history (Wild or Domesticated), and accessions (i.e.,
genotype). Treatment was used as a fixed factor, while accession, a random factor, was
nested into history, a fixed factor, making the whole term random.
To understand if responses to soil nitrogen are dependent on domestication history,
we examined the history by treatment interactions of our GLMM for all traits. To better
understand the direction and intensity of trait responses, we further calculated the relative
distance plasticity index (RDPI) for traits with significant history by treatment interactions
(Valladares et al. 2006). Specifically, we calculated RDPI for specific root length (x ^
lambda-transformed), root density (log-transformed), water-use efficiency (x ^ lambdatransformed), aboveground biomass (log-transformed), canopy level photosynthesis (logtransformed), and stomatal conductance (x ^ lambda-transformed) using the Plasticity R
package (Ameztegui 2017). Lastly, we correlated specific root length (x ^ lambdatransformed), root density (log-transformed), and water-use efficiency (x ^ lambdatransformed) with aboveground biomass (log-transformed) to test whether plant plasticity
may affect plant fitness. We used plant biomass as a fitness indicator rather than seed set
because we harvested before flowering to capture intact root systems. All statistical
analyses were performed in R (www.r-project.org).
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3.5 Results
3.5.1 Below- and aboveground traits in low nitrogen environments
At the lower nitrogen level (1 ppm), the majority of belowground morphological
traits among domesticated and wild chickpea were comparable, with non-significant
differences in belowground biomass (t292 = 2.099, P = 0.156) (Figure 1a), root length (t292
= 2.492, P = 0.063), root density (t292 = -2.265, P = 0.109) (Figure 1d), average root
diameter (t292 = 1.692, P = 0.329), root volume (t292 = 1.1305, P = 0.560), and SRL (t292 =
1.171, P = 0.646) (Figure 1c), However, domesticated chickpea exhibited significantly
higher root surface area than wild chickpea (t292 = 2.600, P = 0.048).
Furthermore, we found no significant differences between domesticated and wild
chickpea in low nitrogen conditions with respect to aboveground biomass (t292 = 1.208, P
= 0.622) (Figure 1b), %N (t292 = 1.329, P = 0.055), %C (t292 = .300, P = 0.991), chlorophyll
content index (t292 = 1.429, P = 0.482), nitrogen investment into chlorophyll (t292 = -.831,
P = 0.839), stomatal conductance (t83 = .305, P = 0.990), canopy photosynthetic rates (t83
= .412, P = 0.976) (Figure 2d), photosynthetic nitrogen-use efficiency (PNUE) (t83 = .177,
P = 0.998) (Figure 2b), and leaf level photosynthetic rate (Maximum Photosynthetic Rate
per area t83 = 0.744, P = .879; Maximum Photosynthetic Rate per mass t83 = 0.744, P =
.879). However, several functional traits varied significantly between wild and
domesticated chickpea especially within the low nitrogen treatment, with domesticated
chickpea showing higher specific leaf area (t83 = -1.282, P = <.001) (Figure 2c), and wild
chickpea exhibiting greater water-use efficiency (t83 = 2.483, P = .018; Figure 2a), and
carbon to nitrogen ratio (t292 = -4.487, P = 0.001).
3.5.2 Below- and aboveground traits in high nitrogen environments
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Conversely, within the higher nitrogen level (100 ppm), most belowground
morphological traits between domesticated and wild chickpea were significantly different.
Domesticated chickpea exhibited greater root length (= 1.754, P = 0.298), average root
diameter (t292 = 3.308, P = 0.006), root volume (t292 = 3.988, P = 0.001), and root surface
area (t292 = 3.822, P = <.001) compared to wild chickpea. SRL (t292 = -2.988, P = 0.016)
was significantly higher in wild chickpea than in domesticated chickpea (Figure 1c).
Domesticated chickpea displayed increased belowground biomass (t292 = 1.100, P = 0.411)
(Figure 1b) and root density (t292 = 1.927, P = 0.319) (Figure 1d) at the higher nitrogen
level, but was not significantly different from wild chickpea.
Within the higher nitrogen level (100 ppm), several aboveground functional traits
were significantly different between domesticated and wild chickpea.

Domesticated

chickpea exhibited greater aboveground biomass (t292 = 5.347, P = <.001) (Figure 1b), leaf
level photosynthetic rate (per area t83= 4.006, P = .001; per mass t83 = 4.006, P = .001),
canopy photosynthetic rates (t83 = 4.715, P = <.001) (Figure 2d), specific leaf area (t83 =
5.083, P = <.001) (Figure 2c), photosynthetic nitrogen-use efficiency (PNUE) (t83 = 3.278,
P = 0.012) (Figure 2b), and stomatal conductance (t83 = 3.014, P = 0.018) when compared
to wild chickpea. Conversely, domesticated and wild chickpea did not differ in %N (t292 =
1.520, P = 0.427), %C (t292 = 1.107, P = 0.686),), chlorophyll content index (t292 = 0.821,
P = 0.845), nitrogen investment into chlorophyll (t292 = .383, P = 0.981), water-use
efficiency (t83 = 1.533, P = .419) (Figure 2a), and C/N ratio (t292 = 0.118, P = 0.994) within
the higher soil nitrogen treatment (100 ppm).
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3.5.3 Phenotypic plasticity in wild and domesticated chickpea
Significant interactions between nitrogen level and domestication history revealed
differences in root phenotypic plasticity between wild and domesticated chickpea for root
density (f292 = 2.953, P = <0.003; Figure 3b) and SRL (f292 = 12.568, P = <0.001; Figure
3a)(Supplementary Table S1). As nitrogen levels increased, root density in domesticated
chickpea increased (t292 = -3.372, P = 0.005), whereas in wild chickpea (t292 = 1.519, P =
0.427) root density remained constant across treatments. Conversely, as nitrogen level
increased domesticated chickpea significantly reduced SRL (t292 = -4.905, P = <0.001),
while SRL for wild chickpea remained broadly consistent (t292 = -1.177, P = .642) (Figure
1c).
Moreover, significant interactions between nitrogen level and domestication
history were present for several aboveground traits, including aboveground biomass (f292 =
-2.933, P = 0.004), water use efficiency (f292 = -4.112, P = 0.004; Figure 3c), C/N ratio (t276
= 3.390, P = <0.001), whole canopy photosynthesis (f76 = 11.179, P = 0.001; Figure 3d),
leaf level photosynthesis (per area, f76 = 6.462, P = .013; per mass, f76 = 11.321, P = .001),
and stomatal conductance (f76 = 4.137, P = 0.045). Specifically, as nitrogen levels
increased, wild chickpea exhibited similar water-use efficiency, while domesticated
chickpea increased water-use efficiency in the high nitrogen soil. Thus, both wild (t83 = 1.282, P = 0.576) and domesticated (t83 = -1.937, P = 0.221) chickpea displayed a canalized
response in regards to SLA.
Our analyses of RDPI for traits with significant history by treatment interactions
revealed that domesticated chickpea had significantly higher plasticity for aboveground
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biomass (t2050 = 23.948, P = <0.001), water-use efficiency (t1978 = 9.796, P = <0.001), SRL
(t2128 = 4.301, P = <0.001), and root density (t1932 = 14.447, P = <0.001), relative to wild
chickpea. However, wild chickpea had significantly higher plasticity for stomatal
conductance (t769 = -5.464, P = <0.001) and canopy photosynthesis (t946 = -4.499, P =
<0.001).
Lastly, plant size (i.e. above- or belowground biomass) and plant plasticity (traits
that exhibit plasticity) were negatively correlated for wild and domesticated chickpea
across both treatments (Supplementary Figure S1). This was indicated by a significant
overall negative correlation between plasticity in SRL and aboveground plant biomass (t294
= -4.838, P = <0.001, r = -.272; Figure S1a) and a significant overall negative correlation
between water-use efficiency and aboveground plant biomass (t294 = -2.432, P = .016, r =
-.141; Figure S1b). The negative correlation held true for both wild (t212 = -2.321 P = .021,
r = -.157) and domesticated chickpea (t80 = -5.563, P = <0.001, r = -.528) for SRL and
aboveground plant biomass across treatments. However, for water-use efficiency and
aboveground biomass, domesticated and wild chickpea differed in their correlations; with
wild chickpea (t212 = -.513 P = .609, r = -.035; Figure S1c) having a non-significant
correlation while domesticated chickpea having a strong negative correlation (t80 = -4.168
P = <0.001, r = -.422; Figure S1d). Root density and aboveground biomass were not
significantly correlated for wild and domesticated chickpea across treatments (t294 = -1.298,
P = .196, r=-.075).
3.5.4 Substantial variation by ecotype
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We found significant variation among accessions for the following belowground
traits: belowground biomass (χ² (1) = 17.092, P = <0.001), root density (χ² (1) = 4.396, P
= 0.036) (Figure 3b), root length (χ² (1) = 9.987, P = 0.002), average root diameter density
(χ² (1) = 8.619, P = 0.003), root volume (χ² (1) = 7.598, P = 0.005), root surface area (χ²
(1) = 23.037, P = <0.001), and SRL (χ² (1) = 5.298, P = 0.022) (Figure 3a). Additionally,
significant response variation for accession was found for several aboveground traits:
aboveground biomass (χ² (1) = 5.506, P = 0.019), whole canopy photosynthesis (χ² (1) =
3.957, P = 0.047) (Figure 3d), leaf level photosynthetic rate (per area χ² (1) = 4.203, P =
0.404), water-use efficiency(χ² (1) = 26.821, P = <0.001) (Figure 3c), chlorophyll content
index (χ² (1) = 9.428, p = 0.002), and nitrogen investment into chlorophyll (χ² (1) = 12.109,
P = <0.001).
3.6 Discussion
Overall, wild and domesticated chickpea had similar phenotypes at low nitrogen
concentrations for both belowground and aboveground traits, indicating that domestication
has not affected chickpeas response to low nitrogen conditions in the absence of rhizobia.
However, significant two-way interactions between nitrogen concentration and history
(wild vs. cultivated) for SRL, root density, aboveground biomass, and water use efficiency
demonstrated that wild chickpea and domesticated chickpea exhibited differences in their
responses to nitrogen. Our results, surprisingly, suggest that wild chickpea had a canalized
response for SRL, and limited phenotypic plasticity for most traits except, stomatal
conductance and canopy photosynthesis. Both cultivated and wild chickpea exhibited a
canalized response for SLA, but SLA was consistently higher for domesticated chickpea
at both nitrogen treatments, indicating it is adapted to nutrient rich environments.
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Additionally, contrary to one of our primary hypotheses, domesticated chickpea showed
greater plasticity than wild chickpea, consistently having the highest average phenotypic
plasticity for most traits.
The lower plasticity of many traits in wild chickpea is primarily explained by the
substantial accession-by-accession variation within the wild germplasm, which reduced the
average phenotypic response to increased nitrogen.

This substantial accession-by-

accession variation in wild chickpea is not surprising as accessions originate from different
environmental conditions (von Wettberg et al., 2018). However, the lack of plasticity and
the similar performance and resource use efficiency in low nutrient conditions is surprising,
as these are potential mechanisms to increase plant survival in natural environments
(reviewed in Ghalambor et al. 2007; Hauvermale and Sanad 2018). Specifically, root
plasticity is beneficial for wild plants due to heterogeneous nutrient distribution and
limiting nutrients found in natural habitats when compared to agroecosystems (Bennett et
al., 2005; Paz-González et al. 2000). For instance, for agricultural top-soil, inorganic
nitrogen distribution was found to be homogenous (Jackson and Bloom 1990), while
nutrient distribution varied significantly in natural sagebrush steppe-habitat (Jackson and
Caldwell 1993) and tropical forests (John et al., 2007). Furthermore, domesticated crops
such as barley (Grossman and Rice 2012), cassava (Ménard et al. 2013), and soybeans
(Kiers et al. 2007) have undergone a reduction in phenotypic plasticity which is believed
to be due to a reduction in genetic diversity driven by agronomic selection (Sadras et al.,
2007) or continuous selection in a more homogenous agricultural environment.
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As expected, mean above- and below-ground biomass increased with higher
nitrogen levels for both domesticated and wild chickpea. However, for several wild
accessions, above- and below-ground biomass decreased or remained relatively the same
in higher nitrogen conditions, indicating limited phenotypic plasticity for these traits to
nitrogen availability. These results are surprising, as they contradict previous results
comparing plasticity in aboveground biomass to nutrient availability in domesticated and
wild: chard (Beta vulgaris L.), cabbage (Brassica oleracea DC.), sunflower (Helianthus
annuus L.), tomato (Solanum lycopersicum L.), durum wheat (Triticum durum Desf.),
maize (Zea mays L.), and pea (Pisum sativum L.) (Matesanz and Milla, 2018). Differences
between our results and previous findings could stem from the number of accessions used
in each study. The limited number of accessions used in previous studies likely were not
sufficient to fully capture the phenotypic variation or plasticity present in each crop or wild
relative (Krieg et al. 2017).
As nitrogen availability increased, domesticated chickpea accessions reacted
uniformly with decreased SRL and increased root density. These results indicate that
domesticated chickpea increased root diameter and decreased root length, an expected
physiological response to higher nitrogen presence (von Wettberg and Weiner 2003;
Callaway et al. 2003). Low SRL and high root density are the predicted root phenotypes
for plants in nutrient-rich environments, as these phenotypes are believed to be most
efficient when nutrients are abundant (Reich 2014; Kong et al. 2019). Conversely, on
average, SRL and root density remained relatively unchanged for wild chickpea in both
nitrogen treatments and were not significantly different. However, when taking into
account how individual wild accessions reacted to increased nitrogen availability, we
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observed variation among accessions in phenotypically plastic responses to nitrogen. With
respect to SRL and root density, wild accessions decreased, increased, or remained constant
in response to nitrogen availability. These results were surprising as wild bean accessions
on average have greater SRL and root density than domesticated accessions (PérezJaramillo et al. 2017). Greater SRL has been hypothesized to provide higher efficiency of
nutrient search and uptake, a beneficial phenotype for nutrient ‘foraging’ in nutrient
heterogeneous environments.
Leaf measurements such as leaf-level photosynthesis, stomatal conductance, and
canopy level photosynthesis were consistently greater for domesticated chickpea and at
both nitrogen levels; however, domestication history was not statistically significant while
nitrogen level was (Supplementary Table S1). This is not surprising as the cultivated
varieties were likely to have been selected under higher fertility agricultural conditions
when compared to those experienced by wild accessions
Domesticated chickpea showed a similar general increase in water-use-efficiency
(δ13C), %N in leaves, chlorophyll content, and photosynthetic nitrogen use efficiency
(PNUE) to increased nitrogen availability, an expected

response to nutrient rich

environments (Matesanz and Milla 2018). When focusing in on accession variation, wild
chickpea accessions did not respond consistently to increased nitrogen level in regards to
water-use-efficiency (δ13C). However, at lower nitrogen conditions, wild accessions
displayed similar nitrogen and water use phenotypes, as might be expected from adaptation
to low-nitrogen conditions of the native range of wild chickpea in Southeastern Turkey.
One of the few measurements that was primarily influenced by domestication history was
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SLA, which was not affected by increased nitrogen presence. Domesticated chickpea
accessions had consistently higher SLA than wild chickpea (Figure 2; Supplementary
Table 1), perhaps as an indirect consequence of selection in domesticated cultivated
chickpea for early growth and plant maturity, as evidenced by early phenology of cultivated
chickpea (Ortega et al. 2019). Additionally, domesticated chickpea had a slight increase in
leaf %C relative to wild accessions, but this was not significant.
Lastly, a limitation to our results is that we performed our study in the absence of
symbiotic rhizobia. During root morphology measurement, nodules were rarely found. It
was an experimental necessity, as wild and cultivated chickpea differ in their preferred
rhizobia and have substantial interactions with soil substrate (Cook, Greenlon et al.,
unpublished; Greenlon et al., 2019), adding multiple rhizobial strains would make the
experiment too complicated to dissect a signal of response to nitrogen fertility. An
experiment without rhizobia is a realistic scenario for cases when a crop is grown in new
soil, or in a soil that has not had chickpea for over several prior years. We suspect that
wild relatives with short dispersal distances may have a greater chance to encounter nearby
co-adapted symbionts than their cultivated relatives (Greenlon et al. 2019). When moved
beyond their native range or grown in soils lacking a compatible symbiont, wild chickpea
may consequently perform more poorly under nutrient limiting conditions. However, when
wild chickpea would occur in agricultural conditions, they may on average, experience
fertility much higher than in uncultivated habitats. It is also possible that selection may
not have been sufficient to canalize responses to low nutrient availability, particularly if
there is only a very limited cost to plasticity for root responses to low nutrient availability.
The only existing data of which we are aware of is that of Grossman and Rice (2012), who
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showed a loss of root plasticity in cultivated barley accessions. An earlier study by Kiers
et al. (2007), showed that bred soybean varieties had a reduced capacity to enforce
sanctions on low-performing rhizobia, but our study is limited in that we did not examine
a broader set of root traits. Conversely, in other crops, the impacts of domestication on
crop functional traits remain difficult to predict, especially for belowground traits that have
not been systematically studied.
3.6.1 Conclusion
The potentially widespread loss of phenotypic plasticity of crops to low fertility
environments, as a consequence of domestication, could be a concern, particularly for
farmers working on degraded or marginal soils without access to expensive inputs, or some
organic production systems. Here, we find evidence that wild and domesticated chickpea
display similar efficient responses to low nitrogen conditions, and canalization of some
root traits in wild chickpea. However, when focusing on the accession level, we found
significantly more variation in wild chickpea than domesticated chickpea, indicating that
wild chickpea is a repository for novel responses to nitrogen conditions. Under Green
Revolution agroecological conditions, it is not uncommon for there to be such high levels
of added nitrogen in the soil that it results in reduced levels of nodulation in legumes (e.g.,
Kiers et al. 2007). However, if such excess nitrogen is not present, the loss of phenotypic
plasticity is a concern for the performance of crops in more challenging conditions. For a
crop like chickpea, which is still largely produced by small-holder farmers as a low or
minimal fertilizer input crop in South Asia and East Africa, and that serves a critical food
security role in many diets, lost phenotypic plasticity may reduce resilience against climate
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change. The genetic bottlenecks that arise from domestication, post-domestication
divergence, and the intensive breeding for agronomic traits may have additional,
inadvertent effects on unselected belowground traits (e.g., Morrell et al. 2013; Gaut et al.
2018). These inadvertent effects are one of several reasons why large collections of wild
relatives with a greater range of adaptive traits or plasticity than in the cultigen, are needed
in breeding programs to increase the resilience of our crops within a changing global
climate (Warschefsky et al. 2014, Coyne et al., 2020).
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3.8 Tables
Table 3.1 Germplasm with geographic and domestication history information
Germplasm
CDC Frontier
ICC16207
Gokce
Dwelley
Myles
UC 15
Bari1 092
Bari2 072
Bari3 072n2
Bari3 100
Bari3 106
Besev 075
Besev 079
CudiA 152
CudiB 022C
Derei 070
Derei 072
Egill 065
Egill 073
Kalka 064
Kayat 077
Kesen 075
Oyali 084
Oyali 111
Sarik 067
Savur 063
Sirna 060

Species
Cicer arietinum
Cicer arietinum
Cicer arietinum
Cicer arietinum
Cicer arietinum
Cicer arietinum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum
Cicer reticulatum

Geographical Origin
Canada
India
Syria
United States
United States
United States
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
Turkey
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History
Domesticated
Domesticated
Domesticated
Domesticated
Domesticated
Domesticated
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild

Market Type
Kabuli
Desi
Kabuli
Kabuli
Kabuli
Kabuli
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild
Wild

Table S.3.1 Statistical information for all measurements and groups.
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3.9 Figures

FIG. 3.1 The response of chickpea morphology to increased nitrogen availability. (a)
Aboveground Biomass, (b) Belowground Biomass, (c) Specific Root Length
(SRL), and (d) Root Density. Domesticated (yellow) and wild (green) chickpea
accessions are grouped. Different letters indicate statistically significant
differences, P <0.05 (Tukey’s HSD test).
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FIG. 3.2 The response of chickpea morphology to increased nitrogen availability. (a)
Water-use Efficiency (δ13C), (b) Photosynthetic Nitrogen-use Efficiency (PNUE),
(c) Specific Leaf Area (SLA), and (d) Canopy Photosynthesis (CPA). Domesticated
(yellow) and wild (green) chickpea accessions are grouped. Different letters
indicate statistically significant differences, P <0.05 (Tukey’s HSD test).
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FIG. 3.3 Trait means of individual chickpea accessions in low (1 ppm) and high nitrogen
environments(100 ppm). (a) Specific Root Length (SRL), (b) Root Density (c)
Water-use Efficiency (δ13C), and (d) Canopy Photosynthesis (CPA). Domesticated
(yellow) and wild (green) chickpea accessions are grouped. Error bars denote
standard errors ±.
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FIG. S3.1 Supplemental Material S1. Correlation of plant plasticity to plant fitness. (a)
Transformed aboveground biomass vs. transformed water-use efficiency (b)
Transformed aboveground biomass vs. Transformed specific root length (c)
Transformed aboveground biomass vs. transformed water-use efficiency for wild
chickpea (d) Transformed aboveground biomass vs. transformed water-use
efficiency for domesticated chickpea. Black line represents best fit. Yellow dots
denotes domesticated chickpea data points, green dots denotes wild chickpea data
points, and black dots denote wild or domesticated chickpea data points. Shaded
regions represent 95 % confidence intervals.
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4.2 Abstract
Crop rotations and intercropping are an ever-present sustainable practice across a
diverse array of agroecosystems. These management practices can suppress weeds, reduce
cycles of disease, build soil organic matter, and increase above and below ground
biodiversity, all of which improve the yield of a companion or subsequent crop. Here, we
propose the terms “rotational” and “intercropping- value” as a way to measure the overall
effect of these benefits. Additionally, we articulate how to quantify different ecosystem
services provided by rotational and inter-crops, including weed and disease suppression,
enhancing microbial communities, and nitrogen fixation. By providing a way of identifying
and quantifying these rotational and intercropping traits, it might provide an ideotype to
facilitate the breeding of better crops for rotations, for cover cropping, and for
intercropping.
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4.3 Introduction
Temporal and spatial alternation of crop species is a very common practice of most
annual and short duration agricultural systems. Rotations and intercropping of crops can
break cycles of disease and pests, improve soil fertility, suppress weeds, and improve food
and nutritional security (Reviewed in Fageria et al., 2005; Sharma et al., 2018; Wick et al.,
2017). Although rotations and intercrops are widely used in agriculture, the effect of a crop
as a rotational or intercrop partner is not typically estimated or systematically studied
(Ingerslew & Kaplan, 2018), let alone considered as a breeding target. In a recent metaanalysis of 154 studies, it was discovered there were no science-based criteria to justify the
use of one crop rotation or another (Dias et al., 2015). Here we coin the terms “rotational
value” and “intercropping value” and provide an equation to measure the utility of crops
in spatial and temporal mixtures. By precisely measuring and quantifying the value of
cover crops and intercrops, we can provide scientists, farmers, and policy-makers with
estimates of value that can encourage more sustainable rotations that may provide greater
long-term agricultural and ecological benefits.
4.3.1 Plant-Soil Feedbacks: A Potential Framework to Quantify Rotational and
Intercropping Value
A method to quantify rotational and intercropping value is to use the framework of
plant-soil feedbacks (PSF, e.g., Bever 1994, 2003; Callaway et al., 2004; Ehrenfeld et al.,
2005; Kulmatiski et al., 2008; van der Putten et al., 2016; van Nuland et al., 2016), a
powerful approach for interpreting the effects of one species of plant on other species
indirectly through their impact on soil biota or soil chemistry (Reviewed in Mariotte et al.,
2018). Although the majority of PSF research has primarily focused on natural systems,
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the temporal and spatial crop diversification within agricultural systems provide an
excellent model to utilize the PSF framework to increase agriculture production (Barel et
al., 2018; Cheng and Cheng, 2015; Huang et al., 2013; Mariotte et al., 2018; Wang et al.,
2017). Thus, we can improve agricultural production by measuring the direction and
strength of PSF for different crops or management practices, and implementing the
practices with the highest PSF values (Barel et al. 2018; Huang et al., 2013; Ingerslew &
Kaplan, 2018; Mariotte et al., 2018). The concept of PSF has underutilized potential in
agroecosystems, therefore, we adapted this concept and coined the terms rotational value
(RV) and intercropping value (IV) and defined the terms as to how well a crop relatively
benefits the yield or growth of another crop. We believe the terms rotational and
intercropping value directly conveys a non-specialist meaning of the PSF concept that can
be easily understood by the entire agricultural community. Additionally, we provide an
equation to measure rotational value (RV) and intercropping value (IV) adapted from PSF
(Bever et al., 1994; Ingerslew & Kaplan, 2018; Wang et al., 2017):
or IV = ln(

/

)

= yield or growth of the subsequent crop on rotated soil or grown with an
intercrop.
= yield or growth of the subsequent crop on control soil (non-rotated soil or
grown with no intercrop)
0 = no rotational value or intercropping value (has no effect on yields or growth
compared to control soil)
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0 < = positive rotation value or intercropping value (increases yields or growth
compared to control soil)
0 > = negative rotational value or intercropping value (decreases yields or growth
compared to control soil)
The benefit of using PSF to measure rotational and intercropping value is that it
provides a straightforward framework to consistently quantify the effect of a cover crop or
intercrop on the yield or growth of another crop. Additionally, by calculating a numerical
value that normalizes results by comparing them to non-primed soil (non-rotated soil or no
intercrops present), it provides scientists, breeders, and farmers with a simple quantifiable
measurement to compare agricultural practices and crops using “classical” statistics.
Furthermore, when comparing rotational and intercropping values among crops or
management practices, we strongly suggest that soil chemistry and soil history (previous
planted crops, management practices, pest presence, etc.) should be used as a covariate to
control for differences between field sites, to alleviate potential drawbacks and increase the
applicability of results. For instance, research has shown that the legacy of land-use history
can influence plant physiology; consequently, the results obtained in cover crop and
intercrop studies may be in part due to a legacy effect (Li et al., 2019).
Although the utilization of the PSF framework to quantify the rotational value or
intercropping value is straightforward and can be easily conducted in a field or greenhouse
setting, this approach may overlook a broader range of long term agroecological benefits.
For example, relatively short term rotational experiments of a couple of seasons may
overlook longer-term benefits, such as increased soil contribution, microbial activity, or a
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broader set of ecosystem services, that are more likely to be apparent over longer rotational
cycles or geographic scales (Capó-Bauçà et al., 2019; Gabriel et al., 2016; Schmidt et al.,
2018). However, long term experiments are harder to replicate on a wide scale, and often
exceed the timeframe on which researchers need to complete research.
Furthermore, this approach does not estimate or identify the underlying
mechanisms that contribute to the rotational or intercropping value. Understanding the
underlying mechanisms that influence rotational and intercropping value provides
scientists with predictive insight into why certain crops and management practices are
beneficial, while also allowing the identification of potential breeding targets. For instance,
if the rotational value of legumes is primarily derived by its ability to host symbiotic
nitrogen-fixing rhizobia, the PSF framework would not be able to identify these traits as
the primary mechanism contributing to its rotational value. These mechanisms would only
be identified by measuring nitrogen fixation among all treatment groups during the
experiment. Similarly, the rotational value of a daikon-type tillage radish is primarily
derived by its ability to act as a biodrill. The daikon-type tillage radish has the capacity to
penetrate a compacted soil, as well as “mop-up” excess nutrients left in a field by a previous
crop (e.g., Chen and Weil, 2010; Gruver et al., 2014). These mechanisms would only be
identified by measuring soil compaction, as well as other traits such as root architecture
and radish breakdown rate (Gruver et al., 2014). Thus, to gain a more comprehensive
understanding of the effects of management practices in agroecosystems and to identify
potential breeding targets, we believe that rotational and intercropping studies need to
measure ecosystem services in addition to calculating the RV and IV of crops and
management practices. The literature on ecosystem services and their valuation is too vast
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and complex to review here (readers are directed to de Groot et al., 2002; Guerry et al.,
2015; Power, 2010; Swinton et al., 2007; Zhang et al., 2007, for a small sample of the
growing literature), but our framework can easily handle any ecosystem service.
4.3.2 Ecosystem services could be bred for to improve rotational and intercropping values
Crop rotations and intercropping are an aspect of many contemporary and historical
agricultural systems that provide several short- and long-term benefits (Reviewed in
Fageria et al., 2005; Sharma et al., 2018; Wick et al., 2017). Rotations and intercrops, in
general, provide many ecosystem services such as suppressing weeds, hindering disease
cycles and pest outbreaks, sequestering carbon to build soil organic matter, supporting
pollinator and natural enemy populations, and helping mobilize other limiting nutrients,
such as phosphorus (Altieri et al., 1984; Krupinsky et al., 2002; Teasdale et al., 2004; Snapp
et al., 2005; Wick et al., 2017). These diverse rotational and intercropping ecosystem
services can be quantified in numerous ways (see above) and, thus, can be treated as
rotational and intercropping traits that can be selected and bred for to enhance rotational
and intercropping values (Figure 1). For instance, if we continue with the previous example
of legumes, we could increase the rotational value of legumes, by breeding legumes for
enhanced nitrogen fixation, whether through increased nodulation or a broader range of
host specificity with rhizobia. Alternatively, in the case of cereals, we can potentially
increase their rotational value by increasing their ability as weed suppressors or nutrient
scavengers, by breeding for enhanced ground cover, allelopathy, or nutrient acquisition
(e.g., Worthington and Reberg-Horton, 2013). Therefore improving the ecosystem services
that a cover crop or intercrop provides should hypothetically increase their rotational or
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intercropping value. However, breeding for the enhancement of an ecosystem service can
be challenging because determining the most appropriate measurement for each service
can be difficult. Most ecosystem services are not as simply quantified as other agronomical
traits such as plant height, yield, and tolerance to biotic or abiotic stress (e.g., de Groot et
al., 2002; Zhang et al., 2007). We explore this dilemma in the upcoming paragraphs for
key rotational and intercropping traits and identify different methods of quantifying
ecosystem services that may be useful for the enhancement of rotational and intercropping
values (e.g., Schipanski et al., 2014).
A commonly utilized rotational and intercropping trait of crops is the suppression
of weeds. Within crops, legumes may perform more poorly than cereals and may permit
greater weed biomass (Baraibar et al. 2018; Hodgdon et al., 2016). Thus, mixtures of
different crops may be most effective at weed prevention (Baraibar et al., 2018; Florence
et al., 2019). Crop mixtures that are sown as polycultures, or undersowing a primary crop
with a shorter stature secondary crop, provide a greater competitive impact on weeds,
thereby raising yields (Chauhan et al., 2012). Weed suppression can be measured in weed
control savings, weed abundance, or weed biomass. The risk, as with other rotational and
intercropping traits, is that weed pressure is notoriously variable, so estimates are contextdependent. In addition to the quantifying weed suppression, identifying the mechanisms of
how the crop is suppressing weeds (shading, allopathy, or nutrient acquisition) is
imperative for the breeding process; as it will narrow the range of traits that breeders or
farmers will need to select for to increase rotational or intercropping values (Florence et
al., 2019; Worthington and Reberg-Horton, 2013). Furthermore, the utilization of highly
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diverse multi-species mixtures to reduce weeds may lead to a refinement of traits that are
compatible with mixtures.
Another important aboveground rotational and intercropping trait is the increase of
aboveground biodiversity and the suppression of pests (Smith and McSorely, 2000).
Rotational and inter-crops have been shown to increase the presence of pollinators and
natural predators of pests; an ecosystem service hypothesized to reduce yield gaps in
agroecosystems (Bommarco et al., 2012; Hummel et al., 2002; Rusch et al., 2013). For
instance, cover crops and intercrops were seen to increase the presence of pest predators in
cotton (Tillman et al., 2004) and broccoli (Ponti et al., 2007). Additionally, ground cover
in almond orchards was correlated with increased pollinator presence, specifically
increasing native bee presence (Saunders et al., 2013). Due to the direct correlation this
trait has on yield, aboveground biodiversity is a key contributor to a crops’ rotational and
intercropping value and should be measured. This trait can be measured by numerous
methods such as abundance and/or presence of pests and pollinators, and herbivory damage
(Buckland et al., 2005). However, similarly to weed suppression, identifying the
mechanisms as to why certain crops increase aboveground biodiversity or deter pests is
imperative to the breeding process. For instance, some crops may give off volatile
compounds, while others provide resources to attract pollinators (e.g., Baldwin, 2010) or
natural enemies like ants (e.g., Jones et al., 2016). Identifying which plant mechanisms
helps provide the ecosystem service will supply breeders and farmers with a narrowed
selectable trait list to increase rotational and intercropping values.

144

A key contributor to rotational and intercropping value is the contribution plants
make to the soil. Plants contribute to the soil in two primary ways: through exudates,
mixtures of organic compounds from their roots that can constitute a staggering 20-40% of
the entire metabolism of a plant, and as decaying roots and above-ground parts that remain
in the soil or are incorporated into the soil after the plant senesces (e.g., Kuzyakov and
Domanski, 2000). Root exudates likely are involved in several key functions (Friesen et
al., 2011, van Dam and Bouwmeester 2016): 1. providing carbohydrates to beneficial
symbiotic soil partners like rhizobia and mycorrhizal fungi; 2. recruiting other growthpromoting or “defensive” microbes to the root surface; 3. helping plants obtain limiting
nutrients such as phosphorus and iron that adhere strongly to soil particles and can be
released when roots secrete weak organic acids to dissolve them; 4. buffering the effects
of potentially toxic aluminum and heavy metals in the soil; 5. inhibiting pathogens and
herbivores such as bacteria, fungi, nematodes, and soil insects. Although these functions
are well known, measuring exudate variation across soil conditions, between species and
genotypes, or as interactions between genotype and environment is quite challenging
because soil microbes will metabolize root exudates upon their release from roots (e.g.,
Jacoby and Kopriva 2018; Oburger and Jones, 2018; Petriacq et al., 2017; van Dam and
Bouwmeester, 2016).
Despite the limitations of quantifying root exudation, one can quantify the effects
of rotations and intercrops on microbial soil communities. Understanding the effect of
crops on microbial diversity and functional activity are critical since they have been
positively correlated with soil health and crop productivity (McDaniel et al., 2014;
Tiemann et al., 2015). For instance, it has been shown that cover crops increased microbial
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diversity and/or activity in agroecosystems which led to increased yields in potatoes,
Solanum tuberosum (Larkin et al., 2010), grapes, Vitis (Ingels et al., 2005), cucumbers,
Cucumis sativus (Tian et al., 2011) and cotton, Gossypium hirsutum (Mbuthia et al., 2015;
Nouri et al., 2019). Additionally, in the past two decades, methods for measuring soil
microbial communities have changed radically, opening up new possibilities for research
on plant-microbe interactions. These new methods to quantify soil microbial communities
fall into three community characterization categories: size, composition, and activity
(Reviewed in Harris, 2006). There are benefits and limitations to each measurement and
characterization approach, and deciding which approach to utilize is dependent on how
microbial communities increase rotational and intercropping values. For example, if the
rotational or intercropping value is increased with an increase in soil microbial populations,
then characterizing the microbial community by its size through microbial biomass
measurements is sufficient. However, if a specific microbial community composition
increases rotational or intercropping value, then a more precise and advanced shotgun
metagenomics approach will be necessary. Nevertheless, all characterization approaches
are quantifiable and, therefore, should be measures we can integrate into breeding
programs.
Furthermore, one can calculate the ability of a crop to break cycles of disease attack
by the decreased cost of pesticides or by infection rates (Larkin et al., 2010). With nextgeneration sequencing, one can measure pathogen presence and population size before and
after a rotation and compare different rotations and their impact on pathogen presence,
making a much more precise measure of this benefit. Furthermore, a rotational or intercrop may help recruit antagonists of pathogens, such as Trichoderma and Pseudomonas
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which induces plant immune responses (Bakker et al., 2007; Han, 2019; Korolev et al.,
2008; Shoresh et al., 2005; Vitti et al., 2016). For instance, Wang et al. (2017) found
positive legacy effects of intercrops believed to be due to shifts in soil communities, which
reduced the negative effects of soil pathogen build-up. However, identifying these
mechanisms of disease suppression requires experimental designs that can take several
seasons to implement. Moreover, these trait measurements estimated from experiments,
particularly at a single site, are highly context-dependent and may depend on the presence
of natural predators or other local factors impacting the presence of pathogens.
Understanding this context-dependence can allow one to manipulate natural predators
encouraging their populations or making them available in particular rotations (e.g., Jones
et al., 2016). Altogether, this makes breeding for disease suppression a complex task.
Lastly, for legumes, an important rotational and intercropping trait is nitrogen
fixation. However, legume hosted biological nitrogen fixation does vary substantially
depending on the species, the genotype, the availability of efficient symbiotic rhizobia in a
particular field setting, and the effectiveness of the symbiosis in that field setting (Busby
et al., 2017; Hardarson et al. 1993; Vyn et al., 2000). Nitrogen fixation tends to be lower
in field settings compared to laboratory settings due to factors such as poor adaptation to
the host, poor adaptation of the rhizobia to the soil, abiotic stress that limits the
effectiveness of the symbiosis, or other factors (see Busby et al., 2017; Thrall et al., 2009).
However, breeding for enhanced nitrogen fixation overlooks the timing of nitrogen
availability. Depending on management conditions, only some nitrogen from a subsequent
cover or rotational crop is likely to be available to the next crop (Burity et al., 1989; Vyn
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et al., 2000). As a result, this will most likely affect true rotational and intercropping values
in a field setting.
4.3.3 Developing ideotypes for rotational and intercropping value: Next-generation
breeding targets
All of these conceptions of rotational and intercropping traits that increase the value
of rotational and inter-crops expand the range of breeding targets that can be used in
developing more effective crop rotations and intercrops. Using ideotypes to breed for
particular crop phenotypes remains a powerful conceptual framework (Donald, 1968). Our
definition of rotational and intercropping value fits well into the ideotype breeding
approach. For instance, if a legume is the breeding target, association with a broader range
of rhizobia may be a beneficial trait to select for to increase nitrogen fixation, which in turn
increases its rotational and intercrop value. For tillage crops, such as daikon radishes, this
may be the extent of soil compaction and timing of nutrient uptake and release. For cereals
used as covers, it may be growth rate, allelopathy, or cold hardiness. Across all crops used
for rotational benefits or intercropping, breeders will ideally have a range of traits that can
be measured effectively, such as increasing soil organic matter (with favorable C:N ratios),
providing weed suppression, lowering infection rates of diseases, and mobilizing nutrients.
These are all traits for which genetic variation in crops almost certainly exists, and could
be useful breeding targets to increase agricultural sustainability and productivity.
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4.9 Figures

FIG. 4.1 Temporal (e.g., crop rotation) or spatial (e.g., intercropping) crop biodiversity can
benefit cash crops in numerous ways such as: 1. suppressing pests, 2. attracting
beneficial insects, 3. promoting soil aggregate stability, 4. supporting beneficial
microbes, 5.mobilizing nutrients, and 6. breaking cycles of diseases. These benefits
can contribute to the rotational or intercrop value of a crop, or how well a crop
benefits the yield or growth of a cash crop. By identifying which benefit(s)
facilitates the yield or growth of a crop, we can select for the enhancement of that
trait(s), thus increasing the rotational or intercrop value of the crop and making
them a better rotational or intercropping partner.
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5.1 Abstract
To sustainably meet the caloric demands of the growing human population, we
must decrease the yield gap between sustainable and conventional agricultural practices. A
possible solution to mitigate this yield gap is through the improvement of cover crops as
rotational partners. However, to improve cover crops as rotational partners, intraspecies
variation for cover cropping traits such as nutrient mobilization, carbon deposition, and
beneficial microbial recruitment must be identified. Predominately cover crop research has
focused on interspecies comparisons for cover cropping variation with minimal research
investigating intraspecies variation. Therefore, to address if variation of cover cropping
traits is present within a cover cropping species, we grew 15 accessions (four modern
cultivars, three landraces, eight wild accessions) of field pea in an organic setting We
measured various cover cropping traits such as nutrient mobilization, soil organic matter
deposition, microbial recruitment, and quantified the effect of the field pea accession on
the growth and yield of a subsequently planted corn crop. We found that domestication
history and genotype of field pea had a significant effect on soil properties: C%, N%,
manganese, magnesium, sodium, calcium, and effective CEC, and the yield of the
subsequent corn crop. Additionally, no variation for microbial recruitment was observed
within field pea, but when compared to control soil, peas as a whole were enriched with
growth-promoting bacteria Firmicutes and Patescibacteria. In conclusion, our results
revealed the presence of intraspecies variation for cover cropping traits which, may have
impacted the rotational values of field pea accessions. In summary, our results demonstrate
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that cover crops can be improved as rotational partners to ultimately boost crop yields in
sustainable agroecosystems.
5.2 Introduction
Cover crops are ubiquitous in agroecosystems due to their beneficial impacts on
crop yields, above and belowground biodiversity, disease and weed suppression, and
overall soil health (reviewed in Hartwig & Ammon, 2002; Sharma et al., 2018; Snapp et
al., 2015; Miguez and Bollero, 2005). Due to these benefits, the number of agricultural
acres being cover cropped in the United States has increased by 49.7% from 2012 to 2017
(USDA, 2019). Despite the popularity of cover crops and their primary role in sustainable
agriculture, minimal effort has gone into improving cover crops as rotational partners. The
majority of cover crop research has been focused on comparing cover cropping traits
between species or species mixtures, whereas few studies have investigated differences
between cover cropping traits within species. Identifying intraspecies differences may
provide the foundation for improving the rotational value of cover crops, which we define
as a measure of how well a cover crop increases the yield of a subsequent crop (Marques
et al., in review). To this end, increasing rotational value may potentially offset the
estimated 19.2% yield gap between conventional and sustainable agricultural practices
(Ponsio et al., 2015; Sharma et al., 2018). Reducing the yield gap between these systems
through rotational value improvement is critical for making sustainable agriculture
practices a feasible solution to feed the ever-growing human population (Muller et al.,
2012; Licker et al., 2010; Ponsio et al., 2015; Barbieri et al., 2019; Sharma et al., 2018).
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Differences in cover cropping traits among species and families including weed and
disease suppression (Snapp et al., 2005), soil organic matter deposition (Johanning, 2014),
nutrient mobilization (Hallama et al., 2019), and below (Liang et al., 2014; Wagg et al.,
2011) and aboveground (Finney and Kaye, 2017) biodiversity improvement, have been
well documented in various agroecosystems (reviewed in Hartwig & Ammon, 2002;
Sharma et al., 2018). For instance, when compared to cereal cover crops, legume cover
crops are not well suited for weed suppression (Hodgdon, Warren, Smith, & Sideman,
2016; Chauhan et al., 2012) but are more efficient at increasing soil carbon and nitrogen
(Austin et al., in review; Snapp et al., 2005). Despite these well-established cover crop
generalizations, most cover cropping studies are limited in that they use a single variety or
accession to represent an entire cover cropping species. Thus, the use of a single accession
or variety is problematic because within-species variation for agronomically important
traits, such as abiotic tolerance (reviewed in Rao et al., 2016; (Zhang et al., 2016; Bosetti
et al., 2011; reviewed in Bita & Gerats et al., 2013; Govindaraj et al., 2018), and resistance
to diseases (Vasudevan et al., 2014; Silvar et al., 2010) and pests (Rakha et al., 2017;
reviewed in Broekgaarden et al., 2011), have been consistently found across crops. As a
result, intraspecies variation for cover cropping traits such as nutrient mobilization, organic
matter deposition, and beneficial soil microbial recruitment most likely exist. Therefore,
cover cropping results from a single variety or accession must be carefully extrapolated
since it may lead to incorrect generalizations about crop families or species.
In addition to increasing the number of accessions and varieties used in studies, the
incorporation of crop wild relatives (CWRs) in cover cropping research should be
considered. Tribououillois et al. (2015) suggested that domestication has reduced adaptive
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strategies and modified leaf trait syndromes in cover crops. Thus, the impacts of genetic
bottlenecks associated with domestication and modern breeding (Doebley, Gaut, & Smith,
2006) may also be affecting the genetic and phenotypic diversity of cover crops. To
alleviate restrictions on genotypic and phenotypic diversity, the incorporation of genetic
material from CWRs that have not undergone domestication may help increase intraspecies
variation in cover cropping studies.
Here we test if rotational traits and values vary within cover cropping species by
utilizing a modified plant-soil feedback (PSF) framework and an assortment of pea
accessions with varying domestication histories (modern cultivars, landraces, and wild
peas,). We measured various cover cropping traits such as nutrient mobilization, organic
matter deposition, microbial recruitment, and rotational values. We hypothesized that
cover cropping traits will vary between pea accessions and domestication histories, as other
agronomically important traits have been seen to vary between pea accessions (Smykal et
al., under review). The presence of variation in cover cropping traits would suggest that
rotational values in cover crops can be enhanced to potentially increase yields in
agroecosystems.
Field pea was selected because it is the second-highest planted legume cover crop
and is utilized as a spring and winter cover crop throughout the United States (SARE,
2017). Field pea is a popular cover crop because of its numerous benefits: it can fix 90–
150 pounds of nitrogen per acre; it is transpiration efficient (i.e., it converts a small amount
of water into a large amount of biomass); and it provides disease suppression (SARE, 2007;
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USDA, 2016). Additionally, it can be terminated organically and breakdowns quickly,
making it an ideal green manure for all agroecosystems (SARE, 2007).
5.3 Materials and Methods
5.3.1 Plant Material
Fifteen field pea accessions were used in this experiment. All accessions were
requested from the USDA-NPGS and then amplified in Burlington, Vermont. Eight of the
accessions, W6 26154, W6 26154 PSP, W6 26157, W6 26157 PSP, W6 26159, W6 26160
PSP, W6 26161, and W6 26161 PSP, were wild accessions from the country of Georgia.
The remaining accessions, PI 269761, PI 269761 PSP, PI 639977 PSP, and PI 639981 PSP,
were modern cultivars originating from the Czech Republic (2) and Bulgaria (2)
respectively, and PI 577142, W6 3674, and W6 3675 were landraces from Nepal. The use
of plant material from different geographic origins and domestication history made it
possible to capture a wide range of genetic and phenotypic diversity.
5.3.2 Experimental Design
Four replicates of each pea accession and two controls (no cover crop and no cover
crop with fertilizer) were grown or administered in a randomized block design in an organic
field at the University of Vermont Horticulture Research Center in South Burlington,
Vermont. Approximately 20.41 g of each field pea accession was planted at a depth of
~2.54 cm in 2.8m² plots. The sowing rate of ~7.3 g/m² and the 2.54 cm planting depth
mimicked the recommended cover cropping plant density of 65 lbs/ac for cover cropping
field peas (NDSU, 2002; Stepanovic, 2017). Before planting, all seeds were sterilized with
a 1% bleach solution to ensure no microbes were introduced to the plot via the seed coat.
165

Plots were irrigated as needed. Pea plants were grown for 44 days, after which soil
rhizosphere samples were collected, and the total number of plants in the plot, the average
plant height, and the average aboveground biomass were recorded. To calculate the average
plant height, three of the most center plants in the plot were selected, and plant height (base
of the plant at soil level to the top of the stem) was recorded and averaged. After their
height was measured, the plants were uprooted, and soil rhizosphere samples were
collected. The rhizosphere was defined as any soil still clinging to the root of the plant after
the plant was uprooted. For control plots, bulk soil was taken at an approximate depth of
15 cm. To calculate the average aboveground biomass, the three uprooted plants’
aboveground portions were separated from their belowground portions and oven-dried for
48 hours at 49‐ and then weighed using an analytical scale. After pea plant measurements
were recorded, soil core samples were collected at the center of each plot at an approximate
depth of 15 cm using a 7.5 cm diameter soil recovery AMS auger. Soil samples and the
previously listed plant measurements were obtained from the plots’ centers to avoid edge
and interacting effects from neighboring plots. Soil core samples were then sent to the
University of Vermont Agricultural and Environmental Testing Laboratory, where they
were tested for pH, % nitrogen (N), % carbon (C), % soil organic matter, phosphorus,
potassium, aluminum, calcium, copper, iron, magnesium, manganese, sulfur, zinc, and
effective cation exchange capacity (CEC). After the soil core samples were obtained, the
remaining plants in the plots were hand-harvested by cutting the stem of the plant at soil
level; this was done to minimize soil disturbance in the plot.
After harvesting pea plants, the sweet corn organic variety “Enchanted” was hand
planted in the plots according to the manufacturer’s specifications. “Enchanted” was used
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because it is a neonicotinoid-free and late-season maturing variety that reaches maturity 78
days after sowing. Fertilizer was added to the “no cover crop with fertilizer” control plots
according to the recommendations from the University of Vermont soil testing laboratory.
However, this treatment was abandoned after a single application of fertilizer due to the
mobility of nitrogen. Eighty days after sowing, the number of corn plants, average plant
height, average aboveground biomass (cob and vegetative), and relative chlorophyll
content was recorded for each plot (explained in more detail below). The same protocol
that was used to calculate the average plant height and aboveground biomass of the pea
plants was used for the corn plants. If a cob showed signs of pest damage, the measurement
for that plant was excluded. For chlorophyll measurements, the youngest fully developed
leaf and the oldest leaf were measured for leaf chlorophyll content using a Leaf
Photosynthesis MultispeQ V1.0 (East Lansing, MI). Only plants closest to the direct center
of the plot were sampled to avoid edge and interacting effects from neighboring plots.
5.3.3 Microbiome Measurements
Microbial DNA was extracted from bulk soil control plots and field pea rhizosphere
samples using QIAGEN DNeasy PowerSoil Kits. Before DNA extraction, all samples were
treated with propidium monoazide (PMA) using the manufacturer’s protocol (Biotium) to
prevent the extraction and amplification of soil relic DNA, which can potentially skew
microbial diversity estimates (Carini et al., 2016). After extraction, DNA samples were
sent to LC Sciences for DNA library preparation and 16S rRNA (V3 and V4 regions)
sequencing using a next-generation MiSeq sequencer. Only one rhizosphere sample from
each plot was sequenced. Sequence data was then processed for amplicon sequence
variants (ASVs) using the requisite quality assurances in the Qiime2 and Dada2 pipelines
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(Callahan et al., 2017). The taxonomy of the ASVs was characterized using the Ribosomal
Database Project (RDP version 11.3), NCBI 16S Microbial Database, and the Greengenes
databases.
5.3.4 Statistical Analysis
To calculate the effect of pea accessions on soil chemistry and the growth of the
subsequently planted corn, a modified PSF framework was used, and the magnitude of PSF
in each accession was calculated for all measurements (Marques et al., in review; Ingerslew
& Kaplan, 2018; Mariotte et al., 2018). For all measurements, the following formula was
used:

Where SMs is the recorded soil measurement or corn measurement of the plot, and
SMc is the average soil or corn measurement for all control plots. Additionally, to calculate
the rotational value (RV), the same metric was used, where SMs is the average corn cob
weight of the plot, and SMc is the average corn measurement of all control plots. The use
of a standardized PSF and RV provides a clear understanding of the effect pea accessions
have on soil chemistry and the subsequently planted crop. If PSFs or RV was less than 0,
then soil or corn measurements were lower than control measurements. If PSFs or RV was
greater than 0, then soil or corn measurements were higher than control measurements.
Lastly, if PSF or RV was equal to 0, then soil or corn measurements were similar to control
measurements.
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A generalized linear mixed model was used to test for significant differences among
accessions and histories (modern cultivar, landrace, wild) effects on soil chemistry and
corn growth and yield (Bates et al., 2014). For soil measurement GLM models, block was
used as a random variable, and the total aboveground biomass of the plot was used as a
covariate. Total aboveground biomass of the plot was calculated by multiplying the number
of pea plants in the plot by the average pea aboveground biomass of the plot. Although not
a precise measure, this proxy gave an approximate estimate of the total aboveground
biomass of the plot. This covariate was used to account for differences in pea plant size
between accessions. For corn measurement GLM models, block was again used as a
random variable, and the number of corn plants in the plot was used as a covariate. This
covariate was used to account for differences in the number of corn plants present in each
plot. A Tukey’s HSD post-hoc test was used to test for significant differences between
accessions and history groups. The effects of accession and history (domesticated or wild)
on soil and corn measurements were analyzed separately, as the researchers wanted to test
for significant differences between accessions. If both factors were included in a single
model, accession would become nested within history and be categorized as a random term,
thus preventing the identification of significant differences between accessions.
Additionally, to test for linear correlation between pea aboveground biomass of the
plot and soil measurements, the Pearson correlation coefficient was calculated for all PSF
soil calculations versus pea aboveground biomass. To test for linear correlation between
rotational value and PSF soil calculations and pea measurements, the Pearson correlation
coefficient was calculated for rotational values versus pea measurements or PSF soil
calculations. All Pearson correlation coefficients were calculated using R’s “psych”
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package. A Levene’s test was conducted for all measurements to test for equality of
variances between accessions and history groups. All statistical analyses were performed
in R (www.r-project.org).
5.4.1 Microbial Analysis
Amplicon sequence variants were used to calculate alpha diversity for both history
and accessions using richness, evenness, Fisher’s alpha index, and Simpson’s Diversity
index. Alpha diversity was calculated using the “Phyloseq” and the “microbiomeSeq” R
packages. A one-way (accession or history) ANOVA and a Tukey’s HSD post-hoc test
were used to determine if alpha microbial diversity was significantly different between
accessions and history groups. Additionally, beta diversity for accession and history was
calculated using the Bray-Curtis dissimilarity method. The dissimilarity matrices were then
analyzed with non-metric multidimensional scaling and permutational multivariate
analysis of variance (PERMANOVA). All beta diversity analysis was conducted using the
“Vegan” package in R. Furthermore, using the “Vegan” package in R, a redundancy
analysis was performed to calculate the amount of variation present in species that can be
explained by accession and history, respectively. To test for differences in the abundance
of phyla and families, the “DESeq2” package in R was used. Lastly, to test for linear
correlation between rotational values and microbial presence at the phylum and family
level, the Pearson correlation coefficient was calculated for rotational values versus all
normalized microbial groups using the “psych” package in R.
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5.4 Results
5.4.1 PSF Values of Soil Measurements
The PSF values of soil chemistry measurements varied between modern cultivars,
landraces, and wild peas, with modern cultivars and landraces generally having positive or
neutral values and wild peas having negative or neutral values (Figure 1). Significant
differences in PSF values for %N (F2,50 = 4.492, P = 0.016), %C (F2,50 = 3.256, P = 0.046),
and manganese (F2,50 = 3.301, P = 0.044) were observed between modern cultivars,
landraces and wild peas, with domesticated (modern cultivar, landraces) peas having higher
PSF values than wild peas (Figure 1). Conversely, for potassium (F2,50 = 2.295, P = 0.110),
the PSF value of wild peas was higher than modern cultivars; however, for both wild peas
and modern cultivars, potassium PSF values were negative. Landrace potassium PSF
values were neutral. Additionally, the aboveground biomass of wild and domesticated
plants significantly affected soil rotational values for pH (F1,50 = 6.988, P = 0.010),
potassium (F1,50 = , P = 0.035), and magnesium (F1,50 = 7.801, P = 0.007). A significant
overall negative correlation between pH and total aboveground biomass (r = -.263, t58 = 2.076, P = 0.042) and a nearly significant negative correlation between magnesium and
total aboveground biomass (r = -.243, t58 = -1.907, P = 0.062) were observed (Supplemental
Figure S6).
Similar to domestication history, accession variation of soil PSF values
were widespread, with accessions having positive, negative, or neutral values (Figure 2).
Accessions varied significantly in PSF values for calcium (F14,56 = 2.327, P = 0.013),
magnesium (F14,56 = 2.829, P = 0.002), manganese (F14,56 = 2.269, P = 0.016), sodium (F14,60
= 2.517, P = 0.007), effective CEC (F14,56 = 2.360, P = 0.012), and %C (F14,53 = 5.259, P =
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< .001) (Figure 2). Additionally, the aboveground biomass of accessions significantly
affected PSF values for potassium (F1,50 = 5.754, P = 0.020), even though potassium and
total aboveground biomass were not significantly correlated (r = .193, t58 = 1.498, P =
0.140). Lastly, the homogeneity of variance between accessions and history were nonsignificant for all soil PSF values.
5.4.2 Recruited Soil Communities
Αlpha (α)-diversity (richness, evenness, Simpson’s, Fisher) and β-diversity (BrayCurtis dissimilarity) measurements for both history and accession were non-significant
(Supplemental Figure S1). However, the redundancy analysis revealed nearly significant
clustering by history (F3,62 = 1.063, P = 0.061) with RD1 (55.7%) and RD2 (23.2%),
which explains 78.9% of the variation found in the data (Supplemental Figure S2).
Furthermore, differential abundance at the phylum and family levels for history and
accession was non-significant for all phyla and families. Despite a lack of significant
differential abundance between accession and history, significant differential abundances
were found between history groups versus bulk soil for 5 phyla, with Firmicutes (t = 18.273, P = <.001) and Patescibacteria (t = -13.714, P = <.001) enriched in Pea
rhizospheres, and Chloroflexi (t = -10.166, P = <.001), Gemmatimonadetes (t = -12.243,
P = <.001), and WPS-2 (t = -12.148, P = <.001) enriched in bulk soil (Supplemental
Figure S3).
5.4.3 PSF and Rotational Values for Corn Measurements
The PSF values for wild and domesticated peas were widespread with positive,
negative, or neutral values (Supplemental Figure S4). Despite the present variation between
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wild and domesticated peas, rotational values for cob weight (F1,50 = 3.036, P = 0.088),
vegetative weight (F1,40 = 0.876, P = 0.355), plant height (F1,51 = 0.032, P = 0.859), and
chlorophyll content for newest (F1,55 = 0.331, P = 0.567) and oldest (F1,55 = 0.122, P =
0.729) leaf were non-significant between wild and domesticated peas. Similarly, accession
corn PSF values varied with positive, negative, or neutral values. However, rotational
values (cob weight) were significantly different between accessions (F14,36 = 2.313, P =
0.021), with accessions W6 26154 PSP (wild) and PI 577142 (domesticated) having the
two highest rotational values (Figure 3). Vegetative weight (F14,27 = 1.203, P = 0.328), plant
height (F14,27 = 0.567, P = 0.874), and chlorophyll content for newest (F14,42 = 0.601, P =
0.849) and oldest (F14,42 = 1.161, P = 0.338) leaf were non-significant between accessions.
Additionally, the amount of corn present in each plot and the homogeneity of variance
between history and accessions were non-significant for all corn measurements.
Rotational value was significantly correlated with a number of cover
cropping measurements. Iron (r =.333, t52 = 2.546, P = 0.014) was the only PSF soil
calculation that was positively correlated with rotational value (Supplemental Figure S6).
Additionally, the total aboveground biomass (r =.357, t52 = 2.785, P = 0.007) of the plot
was the only pea aboveground measurement significantly correlated with rotational value
(Supplemental Figure S6). Furthermore, the presence of two phyla and nine microbial
familial groups were significantly positively correlated with rotational value;
Epsilonbacteraeota (r =.282, t52 = 2.119, P = 0.038), BRC1 (r =.269, t52 = 2.014, P = 0.049),
Spirochaetaceae (r =.388, t52 = 3.093, P = 0.003), VC21 1 Bac22 Unclassified (r =.349,
t52 = 2.682, P = 0.009), Mycoplasmataceae (r =.349,

t52 = 2.682, P = 0.009),

Arenicellaceae (r =.349, t52 = 2.682, P = 0.009), Limnochordales Unclassified (r =.349,
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t52 = 2.682, P = 0.009), S47 (r =.349, t52 = 2.682, P = 0.009), Demequinaceae (r =.311, t52
= 2.360, P = 0.022), Dadabacteriales Unclassified (r =.309, t52 = 2.343, P = 0.023), and
Methylococcaceae (r =.270, t52 = 2.023, P = 0.048).
Lastly, 16 families were negatively correlated with rotational values;
Leptotrichiaceae (r =-.400, t52 = -3.150, P = 0.003), CHAB-XI-27 Unclassified (r =-.384,
t52 = -2.999, P = 0.004), WS6 (Dojkabacteria) Unclassified (r =-.378, t52 = -2.943, P =
0.005), Ellin5290 Unclassified (r =-.355, t52 = -2.735, P = 0.009), Neisseriaceae (r =-.352,
t52 = -2.711, P = 0.009), Thermomonosporaceae (r =-.351, t52 = -2.702, P = 0.009),
Bacillales Unclassified (r =-.346, t52 = -2.657, P = 0.010), SHA-37 Unclassified (r =-.336,
t52 = -2.575, P = 0.013), Gemmatimonadales Unclassified (r =-.329, t52 = -2.511, P =
0.015), Balneolaceae (r =-.327, t52 = -2.496, P = 0.016), FAC88 Unclassified (r =-.314, t52
= -2.389, P = 0.021), Desulfobulbaceae (r =-.312,

t52 = -2.365, P = 0.022),

Armatimonadales Unclassified (r =-.298, t52 = -2.504, P = 0.029), Kouleothrixaceae (r =.278, t52 = -2.086, P = 0.042), Geminicoccaceae (r =-.277, t52 = -2.080, P = 0.043), and
Thermomicrobiaceae (r =-.276, t52 = -2.073, P = 0.043)..
5.5 Discussion
The main aim of this study was to determine if variations in cover cropping traits
and rotational value exist within field pea. Our data revealed that variation in cover
cropping traits does exist within pea, with significant differences found between modern
cultivars, landraces, and wild peas. Furthermore, when focusing on the accession level,
significant variation was found in PSF soil measurements and rotational values. Therefore,
our results indicate that the genotype of a cover crop could have a profound effect on soil
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properties and the yield of a subsequently planted crop. However, this study’s limitations
must be considered, as this experiment took place at a single site over one cover cropping
season. Therefore, gene-environment interactions and soil legacy effects, which have been
seen to influence plant physiology, could have had an impact on our findings (Detheridge
et al.; Wang et al.; Huang et al.). Whether the results obtained in this study were fieldspecific or universal has yet to be determined, and further long-term and multi-site
experimentation are required. Despite these limitations, our findings are novel as they
illustrate that crops could be improved as rotational partners, highlighting the use of wild
relatives as a phenotypic reservoir for crop improvement.
Soil PSF measurements were significantly influenced by domestication
with modern cultivars and landraces, as they increased the amount of macro- (C% and N%)
and micronutrients (manganese) in the soil relative to the control plots (Figure 1). When
focusing on the accession level, significant differences were also observed for macro- (C%
and magnesium) and micronutrients (manganese, calcium, and sodium) between
accessions (Figure 2). These results are not surprising since cover cropping field pea has
been previously shown to increase the presence of macro- and micronutrients in soil, with
legumes being proficient at increasing soil N and C (McDaniels et al., 2015). Additionally,
Mwafulirwa et al. (2016) noted differences in C deposition for barley genotypes. However,
this is the first time—to our knowledge—that differences in these benefits have been
described for field pea. Overall, these results indicate that field pea could be potentially
bred to improve its effect on soil properties in agroecosystems.
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Recruited microbial communities did not differ in α-diversity between
domesticated and wild peas at the history or accession levels. This was expected, as
previous studies have shown a nonsignificant difference in α-diversity between CWRs and
their domesticated counterparts (Pérez-Jaramillo et al., 2017; 2018). Additionally, βdiversity and differential abundance analysis revealed that pea rhizospheres of
domesticated and wild accessions were non-significantly different from each other. These
results were unexpected, as a previous meta-analysis revealed enrichment differences in
differential abundances between wild and domesticated barley (Hordeum vulgare), lettuce
(genus Lactuca), common bean (Phaseolus vulgaris), and Arabidopsis (Pérez-Jaramillo et
al., 2018). Pérez-Jaramillo et al. (2018) concluded that wild relatives’ rhizospheres were
enriched with Bacteroidetes, while their domesticated counterparts were enriched with
Actinobacteria and Proteobacteria. The disparity in our study’s results when compared to
previous results could stem from differences in environments (Fierer et al., 2010) and land
management practices (Qiao et al., 2017), which have been seen to have stronger effects
on soil microbial communities than plant genotypes. Additionally, the lack of significance
for β-diversity and differential abundances between pea accessions could have resulted
from the limited number of accessions used in this study as it may not have fully captured
the entire genetic or phenotypic diversity of microbial recruitment in field pea. Potentially,
using a more comprehensive pea germplasm collection, such as the USDA Pea Single Plant
Plus Collection, which contains 431 pea accessions that encompass the entirety of the
world’s genotypic and phenotypic pea germplasm collection, would be required to fully
address this limitation (Holdsworth et al., 2017).
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Despite finding nonsignificant differences for the microbial recruitment within pea,
peas as a whole were enriched with distinct phyla when compared to bulk soil. Differential
abundance analysis revealed that the pea rhizospheres had an increased presence of
Firmicutes

and

Patescibacteria

and

a

decreased

presence

of

Chloroflexi,

Gemmatimonadetes, and WPS-2. Finding an enrichment of Firmicutes in rhizospheres was
not surprising, as Firmicutes have been associated with promoting plant growth (Mendes
et al., 2013; Martins et al., 2015), disease suppression (Zhang et al., 2010; Mendes et al.,
2013) and are predominantly found in plant rhizospheres in natural systems (Teixeira et
al., 2010; Sarathambal et al., 2015; Wei et al., 2017) and agroecosystems (Zhang et al.,
2010; Qiao et al., 2017; Gao et al., 2019). Additionally, Patescibacteria has been found in
the rhizospheres of Andean maize (Correa-Galeote et al., 2016), Andean tubers (Chica et
al. 2019), and sugarcane (Gao et al., 2019), with members of this phylum being a biological
control for soil-borne pathogens in cotton (Zhang et al., 2011). Moreover, finding a lack of
abundant Chloroflexi and WPS-2 was not surprising, as these were not enriched in maize
rhizospheres (Chica et al., 2019). Furthermore, WPS-2 was only predominantly abundant
in Cowpea (Vigna unguiculata) rhizospheres during senescence (Araujo et al., 2019).
Chica et al. (2019) hypothesized that the lack of abundance of Chloroflexi and WPS-2 in
plant rhizospheres may be due to these phyla being oligotrophs (Koch, 2001; Fierer et al.,
2007) and having the capability to utilize soil organic matter, including cellulose (Lauber
et al., 2009; Bruce et al., 2010). Lastly, in Populus, Chloroflexi, and Gemmatimonadetes
exhibited a positive and a negative correlation with the root exudate salicylic acid,
respectively (Veach et al., 2019). The relatively low abundance of both of these phyla in
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pea rhizospheres may indicate that the pea plants exuded an intermediate amount of
salicylic acid.
Furthermore, the effect of accession and domestication history of a previously
planted pea cover crop on a subsequently planted crop was limited, with nonsignificant
differences found for plant height, chlorophyll content, and aboveground biomass.
However, pea genotype did significantly influence rotational values (cob weight).
Accessions W6 26154 PSP (wild), and PI 577142 (domesticated) had the two highest
average rotational values (Figure 3). This may, in part, be due to these accessions having
neutral and the second-highest PSF C% measurements, respectively (Figure 2).
Additionally, accession W6 26157 PSP had the lowest rotational value and the lowest PSF
Soil C% measurement. On average, legume cover crops have been shown to increase soil
C by 24.5%, the highest soil C increase of all cover crops (Austin et al., in review).
Moreover, long-term rotations, including pea and spring wheat rotations, increase total soil
C and grain yields more effectively than other rotation combinations (Sainju et al., 2017).
Most importantly, studies have shown that soil C is positively correlated with yields in
agroecosystems (Lal et al., 2004; Sainju et al., 2017). However, in our study, PSF total soil
C% was not positively correlated with rotational value. This may be due to the length of
our study. Longer implementations of cover crops have been shown to have a more
profound effect on soil organic carbon and soil organic matter, which contribute to total
soil C% measurements (Olson et al., 2014; Poeplau & Don, 2015). Nonetheless, our results
do suggest that the manipulation of soil total C% may have an integral role in determining
the rotational value of accessions.
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Rotational value was moderately positively correlated with several cover cropping
measurements, one of which was the presence of iron. Iron is an essential micronutrient
with strong effects on plant growth and yield due to it being a prerequisite for many cellular
functions, such as photosynthesis, respiration, enzyme cofactors, redox reagent, and amino
acid synthesis (reviewed in Kumar et al., 2017; Govindaraj et al., 2011). Therefore, a
correlation between rotational value and iron was not surprising. Additionally, rotational
value was moderately positively correlated with the presence of two phyla, candidate
phylum BRC1 and Epsilonbacteraeota. Accession W6 26154 PSP, the accession with the
highest average rotational value, had also had the highest presence of BRC1 (Supplemental
Figure S5). BRC1 may increase rotational value by suppressing diseases, as it has been
significantly negatively correlated with wilt infection rates in tobacco (Yang et al., 2017;
Niu et al., 2016) and has been consistently found on citrus leaves for trees that were
asymptomatic for Huanglongbing disease (Zhang et al., 2013). In addition to BRC1 and
Epsilonbacteraeota, nine families were significantly positively correlated with rotational
value. However, the majority of the normalized counts for these families were zero, and
the correlations were primarily driven by a single sample, so these results should be taken
cautiously. Nonetheless, Spirochaetaceae had the highest positive correlation with
rotational value. Members of this family have been classified as pathogenic and can cause
a myriad of diseases, such as syphilis, Lyme disease, leptospirosis, and swine dysentery;
however, their effect on plants has not been thoroughly investigated (Karami et al., 2014).
(Karami et al. 2014). Mycoplasmataceae was also positively correlated with rotational
value. Some members of this family have been described as saprotrophs (Hurst, 2018);
therefore, this family may increase rotational value through its enrichment of soil C
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(Maaroufi et al., 2019). Limnochordales Unclassified was also positively correlated with
rotational value. A previous study has shown that this family has been positively correlated
with total phosphorus and potassium measurements in manure compost (Li et al., 2019).
Soil testing of our field indicated high amounts of both phosphorus and potassium. Despite
these relationships between cover cropping measurements and rotational values, we were
unable to determine if these relationships were correlative or causational. Further
experimentation that manipulates the absence and presence of these variables is required
to address the true relationship between these variables and rotational value.
Cover cropping and crop rotation have been used in numerous
agroecosystems throughout history to improve yields and soil quality. The results obtained
from this study highlight the significant impacts of genotype on a cover crop performance.
Implications from our research suggest that researchers studying cover cropping may now
need to narrow to the genotype level rather than the family level (legumes, cereals, etc.) to
facilitate agricultural production. Furthermore, CWRs should be utilized in cover cropping
studies to reintroduce lost beneficial phenotypic and genotypic variation. In all, the results
of this study suggest that cover crops can be improved as rotational partners to increase
subsequently planted crop yields. Improving cover crop rotational values is imperative for
sustainable agriculture and meeting the future nutritional needs of a growing human
population.
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5.8 Figures

FIG. 5.1. PSF SOIL MEASUREMENTS BY DOMESTICATION HISTORY
(MODERN CULTIVAR, LANDRACE, WILD). LETTERS INDICATE
SIGNIFICANT DIFFERENCE WITHIN SOIL MEASUREMENT AT THE P <
0.05 LEVEL.
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FIG. 5.2. PSF SOIL MEASUREMENTS BY ACCESSION (COLORED BY
DOMESTICATION HISTORY: MODERN CULTIVAR, LANDRACE, WILD)
FOR (A) %C, (B) MANGANESE, (C) MAGNESIUM, (D) SODIUM, (E)
EFFECTIVE CATION EXCHANGE CAPACITY (CEC), (F) CALCIUM.
LETTERS INDICATE SIGNIFICANT DIFFERENCE WITHIN SOIL
MEASUREMENT AT THE P < .05 LEVEL.
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FIG. 5.3. ROTATIONAL VALUE MEASUREMENTS BY ACCESSION (COLORED
BY DOMESTICATION HISTORY: MODERN CULTIVAR, LANDRACE,
WILD). LETTERS INDICATE SIGNIFICANT DIFFERENCE WITHIN SOIL
MEASUREMENT AT THE P < 0.05 LEVEL.

192

A.

B.
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SUPPLEMENTAL FIGURE S1. ΑLPHA (Α)-DIVERSITY (RICHNESS, EVENNESS,
SIMPSON’S, FISHER) MEASURMENTS BY (A) DOMESTICATION
HISTORY (MODERN CULTIVAR, LANDRACE, WILD) AND (B)
ACCESSIONS.
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SUPPLEMENTAL FIGURE S2. REDUNDANCY ANALYSIS OF SPECIES
COMPOSITION BY DOMESTICATION HISTORY (MODERN CULTIVAR,
LANDRACE, WILD, CONTROL). RD1 (55.7%) AND RD2 (23.2%),
EXPLAINS 78.9% OF THE VARIATION FOUND IN THE DATA.
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SUPPLEMENTAL FIGURE S3. RELATIVE ABUNDANCE OF THE 15 MOST
ABUNDANT PHYLA BY DOMESTICATION HISTORY (MODERN
CULTIVAR, LANDRACE, WILD, CONTROL).
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SUPPLEMENTAL FIGURE S4. PSF CORN MEASUREMENTS BY
DOMESTICATION HISTORY (MODERN CULTIVAR, LANDRACE, WILD).
LETTERS INDICATE SIGNIFICANT DIFFERENCE WITHIN SOIL
MEASUREMENT AT THE P < .05 LEVEL.
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SUPPLEMENTAL FIGURE S5. NORMALIZED BRC1 COUNTS BY ACCESSION
(COLORED BY DOMESTICATION HISTORY: MODERN CULTIVAR,
LANDRACE, WILD). LETTERS INDICATE SIGNIFICANT DIFFERENCE
WITHIN SOIL MEASUREMENT AT THE P <0 .05 LEVEL.
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SUPPLEMENTAL FIGURE S6. CORRELATIONS OF ROTATIONAL VALUE BY
A) TOTAL ABOVEGROUND PEA BIOMASS B) PSF IRON
MEASURMENTS C) PSF CARBON MEASUREMENT D) NORMALIZED
BRC1 COUNTS. POINTS COLORED BY DOMESTICATION HISTORY:
MODERN CULTIVAR, LANDRACE, AND WILD ACCESSIONS,

199

COMPREHENSIVE BIBLIOGRAPHY
Altieri, M.A., K.D. Letourneau, and S.J. Risch. 1984. Vegetation diversity and insect pest
outbreaks. Crit Rev Plant Sci. 2:131-169. DOI: 10.1080/07352688409382193
Abbo S, Berger J, Turner NC (2003) Viewpoint: Evolution of cultivated chickpea: four
bottlenecks limit diversity andconstrain adaptation. Functional Plant Biology 30:
1081.
Abbo, S; Bonfil, D.J.; Berkovitch, Z.; Reifen, R. Towards enhancing lutein concentration
in chickpea, cultivar and management effects. Plant Breed. 2010, 129, 407–411.
Adu, M.O.; Sparkes, D.L.; Parmar, A.; Yawson, D.O.; Science, B. ‘Stay Green’ in Wheat:
Comparative Study of Modern Bread Wheat and Ancient Wheat Cultivars. J. Agric.
Biol. Sci. 2011, 6, 16–24.
Ahmed AM, Tana T, Singh P, Molla A (2016) Modeling climate change impact on
chickpea production and adaptation options in the semi-arid North-Eastern Ethiopia.
Journal of Agriculture and Environment for International Development (JAEID) 110:
377–395.
Ameztegui A (2017) Plasticity: an R package to determine several plasticity indices.
GitHub repository and dis-services to agriculture. Ecological Econ. 64:253260.DOI:10.1016/j.ecolecon.2007.02.024
Armstead, I.; Donnison I; Aubry, S.; Harper, J.; Hortensteiner, S.; James, C.; Mani, J.;
Moffet, M.; Ougham, H.; Roberts, L.; et al. Cross-species identification of Mendel’s
I locus. Science 2007, 315, 73.
Arora S et al. Resistance gene cloning from a wild crop relative by sequence capture and
association genetics. Nature Biotechnology, 2019, 37 (2): 139 DOI: 10.1038/s41587018-0007-9
Ashokkumar, K.; Tar’an, B.; Diapari, M.; Arganosa, G.; Warkentin, T.D. Effect of Cultivar
and Environment on Carotenoid Profile of Pea and Chickpea. Crop Sci. 2014, 54,
2225–2235.
Bais, H.P., et al. “The Role of Root Exudates in Rhizosphere Interactions With Plants and
Other Organisms.” Annual Review of Plant Biology, vol. 57, no. 1, 2006, pp. 233–
66, doi:10.1146/annurev.arplant.57.032905.105159.
Bakker, P.A.H.M., C.M.J. Pieterse, and L.C. van Loon. 2007. Induced Systemic
Resistance by Fluorescent Pseudomonas spp. Phytopathology 97(2), 239–243.
doi:10.1094/PHYTO-97-2-0239
Balazadeh, S. Stay-Green not always stay-green. Mol. Plant. 2014, 7, 1264–1266.
Baldwin,
I.T.
2010.
Plant
volatiles.
Curr.
Biol
20:R392-R397.
https://doi.org/10.1016/j.cub.2010.02.052
Baraibar, B., M. Hunter, M. Schipanski, A. Hamilton, and D. Mortensen. 2018. Weed
Suppression in Cover Crop Monocultures and Mixtures. Weed Science 66:121-133.
doi:10.1017/wsc.2017.59
Barbieri, Pietro, et al. “Production in an Organically Farmed World.” Nature Sustainability,
doi:10.1038/s41893-019-0259-5.
Barel, J.M., T.W. Kuyper, W. de Boer, J.C. Douma, G.B. De Deyn. 2018. Legacy effects
of diversity in space and time driven by winter cover crop biomass and nitrogen
200

concentration. J Appl Ecol. 55: 299–310. https://doi.org/10.1111/1365-2664.12929
Bates D, Mächler M, Bolker BM, Walker SC (2015) Fitting linear mixed-effects models
using lme4. Journal of Statistical Software 67: 1–48.
Bates, Douglas, et al. Fitting Linear Mixed-Effects Models Using Lme4. no. 1, 2014,
doi:10.18637/jss.v067.i01.
Belko, N.; Zaman-allah, M.; Diop, N.N.; Cisse, N.; Zombre, G.; Ehlers, J.D.; Vadez, V.
Restriction of transpiration rate under high vapour pressure deficit and non-limiting
water conditions is important for terminal drought tolerance in cowpea. Plant Biol.
2012, 15, 304–316.
Bennett EM, Carpenter SR, Clayton MK (2005) Soil phosphorus variability: scaledependence in an urbanizing agricultural landscape. Landscape Ecology 20: 389–400.
Berendsen, R.L., et al. “The Rhizosphere Microbiome and Plant Health.” Trends in Plant
Science, vol. 17, no. 8, 2012, pp. 478–86, doi:10.1016/j.tplants.2012.04.001.
Bertrand, H.. et al. “Isolation and Identification of the Most Efficient Plant GrowthPromoting Bacteria Associated with Canola (Brassica Napus).” Biology and Fertility
of Soils, vol. 33, no. 2, 2001, pp. 152–56, doi:10.1007/s003740000305.
Bever, J.D. 1994. Feeback between Plants and Their Soil Communities in an Old Field
Community. Ecology 75:1965-1977. doi:10.2307/1941601
Bita, Craita E., and Tom Gerats. “Plant Tolerance to High Temperature in a Changing
Environment: Scientific Fundamentals and Production of Heat Stress-Tolerant
Crops.” Frontiers in Plant Science, vol. 4, no. JUL, 2013, pp. 1–18,
doi:10.3389/fpls.2013.00273.
Bogard, M.; Jourdan, M.; Allard, V.; Martre, P.; Perretant, M.R.; Ravel, C.; Heumez, E.;
Orford, S.; Snape, J.; Gaju, O.; et al. Anthesis date mainly explained correlations
between post-anthesis leaf senescence, grain yield, and grain protein concentration in
a winter wheat population segregating for flowering time QTLs. J. Exp. Bot. 2011,
62, 3621–3636.
Bommarco, R., D. Kleijn, and S.G. Potts. 2012. Ecological intensification: harnessing
ecosystem services for food security. TRENDS ECOL EVOL. 28(4), 230-238.
doi.org/10.1016/j.tree.2012.10.012.
Borrell, A.K.; Hammer, G.L. Nitrogen dynamics and the physiological basis of stay-green
in Sorghum. Crop Sci. 2000, 40, 1295–1307.
Borrell, A.K.; Mullet, J.E.; George-Jaeggli, B.; van Oosterom, E.J.; Hammer, G.L.; Klein,
P.E.; Jordan, D.R. Drought adaptation of stay-green sorghum is associated with
canopy development, leaf anatomy, root growth, and water uptake. J. Exp. Bot. 2014.
65, 6251–6263.
Borrell, A.K.; Stay-green alleles individually enhance grain yield in sorghum. New Phytol.
2014, 203, 817–830.
Borrell, A.K.; van Oosterom, E.J.; Mullet, J.E.; George-Jaeggli, B.; Jordan, D.R.; Klein,
P.E.; Hammer, G.L. Stay-green alleles individually enhance grain yield in sorghum
under drought by modifying canopy development and water uptake patterns. New
Phytol. 2014, 203, 817–830.
Bosetti, Fátima, et al. “Genetic Variation of Germination Cold Tolerance in Japanese Rice
Germplasm.” Breeding Science, vol. 62, no. 3, 2012, pp. 209–15,
doi:10.1270/jsbbs.62.209.
201

Broekgaarden, Colette, et al. “Exploiting Natural Variation to Identify Insect-Resistance
Genes.” Plant Biotechnology Journal, vol. 9, no. 8, 2011, pp. 819–25,
doi:10.1111/j.1467-7652.2011.00635.x.
Bruce T, Martinez IB, Maia Neto O, Vicente AC, Kruger RH, Thompson FL. Bacterial
community diversity in the Brazilian Atlantic forest soils. Microb Ecol (2010)
60:840–849
Buckland, S.T., A.E. Magurran, R.E. Green, and R.M. Fewster. 2005. Monitoring change
in biodiversity through composite indices. Philos. Trans. R. Soc. B 360: 243-254.
doi:10.1098/rstb.2004.1589
Bulgarelli D, Garrido-Oter R, Münch PC, Weiman A, Dröge J, Pan Y, McHardy AC,
Schulze-Lefert P (2015) Structure and function of the bacterial root microbiota in wild
and domesticated barley. Cell Host & Microbe 17: 392–403.
Burdman, S. et al. “Effects of Azospirillum on Vulgaris L .).” Science, vol. 29, no. 516,
1997, pp. 923–29.
Burgess, M.G.; Rush, C.M.; Piccinni, G.; Schuster, G. Relationship between charcoal rot,
the stay-green trait, and irrigation in grain sorghum. Phytopathology 2002, 92, S10.
Burity H.A., T.C. Ta, M.A. Faris, and B.E. Coulman. 1989. Estimation of nitrogen fixation
and transfer from alfalfa to associated grasses in mixed swards under field conditions.
Plant Soil 114: 249–255. DOI:10.1007/BF02220805
Busby, P.E., C. Soman, M.R.Wagner, M.L. Friesen, J. Kremer, A. Bennett, M. Morsy, J.A.
Eisen, J.E. Leach, and J.L. Dangl. 2017. Research priorities for harnessing plant
microbiomes in sustainable agriculture. PLoS Biol. 15(3): e2001793.
https://doi.org/10.1371/journal.pbio.2001793
Callahan, Benjamin J., et al. “DADA2: High-Resolution Sample Inference from Illumina
Amplicon Data.” Nature Methods, vol. 13, no. 7, July 2016, pp. 581–83,
doi:10.1038/nmeth.3869.
Callaway RM, Pennings SC, Richards CL (2003) Phenotypic plasticity and interactions
among plants. Ecology 84: 1115–1128.
Callaway, R.M., G.C. Thelen, A. Rodriguez, and W.E. Holben. 2004. Soil biota and exotic
plant invasion. Nature 427:731-733. doi:10.1038/nature02322
Camus-kulandaivelu, Letizia, et al. Patterns of Molecular Evolution Associated With Two
Selective Sweeps in the Tb1 – Dwarf8 Region in Maize. no. 2007, 2008,
doi:10.1534/genetics.108.088849.
Capó-Bauçà, S., A. Marqués, N. Llopis-Vidal, J. Bota, and E. Baraza. 2019. Long-term
establishment of natural green cover provides agroecosystem services by improving
soil quality in a Mediterranean vineyard. Ecol. Eng. 127:285–291.
https://doi.org/10.1016/j.ecoleng.2018.12.008
Carini, Paul, et al. “Relic DNA Is Abundant in Soil and Obscures Estimates of Soil
Microbial Diversity.” Nature Microbiology, vol. 2, no. December, Nature Publishing
Group, 2016, p. 16242, doi:10.1038/nmicrobiol.2016.242.
Chauhan, B.S., R.G. Singh, and G Mahajan. 2012. Ecology and management of weeds
under conservation agriculture: A review. J. Crop Prot. 38:57-65.
doi:10.1016/j.cropro.2012.03.010
Chauhan, Bhagirath Singh, et al. “Ecology and Management of Weeds under Conservation
Agriculture: A Review.” Crop Protection, vol. 38, no. June 2018, Elsevier Ltd, 2012,
202

pp. 57–65, doi:10.1016/j.cropro.2012.03.010.
Chen, G. and R.R. Weil. 2010. Penetration of cover crop roots through compacted soils.
Plant Soil 331:31-43. DOI: 10.1007/s11104-009-0223-7
Cheng, F., Z. Cheng. 2016. Research Progress on the use of Plant Allelopathy in
Agriculture and the Physiological and Ecological Mechanisms of Allelopathy. Front
Plant Sci. 6:1020. doi:10.3389/fpls.2015.01020
Chica, Eduardo, et al. “Metagenomic Survey of the Bacterial Communities in the
Rhizosphere of Three Andean Tuber Crops.” Symbiosis, vol. 79, no. 2, Symbiosis,
2019, pp. 141–50, doi:10.1007/s13199-019-00631-5.
Choudhary, Devendra K., and Anil Prakash. Induced Systemic Resistance ( ISR ) in Plants :
Mechanism of Action. no. December, 2007, pp. 289–97.
Christopher, J.T.; Manschadi, A.M.; Hammer, G.L.; Borrell, A.K. Developmental and
physiological traits associated with high yield and stay-green phenotype in wheat.
Aust. J. Agric. Res. 2008, 59, 354–364.
Clark, Richard M., et al. Pattern of Diversity in the Genomic Region near the Maize
Domestication Gene Tb1. 2003.
Correa-Galeote, David, et al. “Bacterial Communities in the Rhizosphere of Amilaceous
Maize (Zea Mays L.) as Assessed by Pyrosequencing.” Frontiers in Plant Science,
vol. 7, no. JULY2016, 2016, pp. 1–8, doi:10.3389/fpls.2016.01016.
Costa E Silva, Luciano D., et al. “Multiple Trait Multiple Interval Mapping of Quantitative
Trait Loci from Inbred Line Crosses.” BMC Genetics, vol. 13, 2012, pp. 109–10,
doi:10.1186/1471-2156.
Costanza R, d Arge R, de Groot R, Farber S, Grasso M, Hannon B, Limburg K, Naeem S,
O’Neill RV, Paruelo J, Raskin RG, Sutton P, van den Belt M (1997) The value of the
world’s ecosystem services and natural capital. Nature 387: 253–260.
Coulibaly, S., et al. AFLP Analysis of the Phenetic Organization and Genetic Diversity of
Vigna Unguiculata L . Walp . Reveals Extensive Gene Flow between Wild and
Domesticated Types. 2002, pp. 358–66.
cover crops and no-till shift soil microbial community life strategies in agricultural soil.
PLoS ONE, 13:1–19. https://doi.org/10.1371/journal.pone.0192953
Crafts-Brandner, S.J.; Below, F.E.; Wittenbach, V.A.; Harper, J.E.; Hageman, R.H.
Differential Senescence of Maize Hybrids following Ear Removal. Plant Physiol.
1984, 74, 368–373.
CTIC, et al. Annual Report 2015-2016 Cover Crop Survey. no. July, 2016, pp. 1–42,
doi:10.1002/ejoc.201200111.
Darwin, C. On the origin of species by means of natural selection, or, The preservation of
favoured races in the struggle for life. London: J. Murray, 1859.
Date, S.G. The Study of the Effect of Various Methods of Harvesting and Curing on the
Color and Viability of Lima Bean Seed. Master’s Thesis, Utah State University,
Logan, UT, USA, 1962.
Davis, J.; Myers, J.R.; McClean, P.; Lee, R. Staygreen (sgr), a candidate gene for the
Persistent Color phenotype in common bean. Acta Hortic. 2010, 859, 99–102.
de Araujo, Ademir Sergio Ferreira, et al. “Bacterial Community Associated with
Rhizosphere of Maize and Cowpea in a Subsequent Cultivation.” Applied Soil
Ecology,
vol.
143,
no.
May,
Elsevier,
2019,
pp.
26–34,
203

doi:10.1016/j.apsoil.2019.05.019.
de Groot, R.S., M.A. Wilson, and R.M, Boumans. 2002. A typology for the classification,
description and valuation of ecosystem functions, goods and services. Ecol. Econ
41:393-408. https://doi.org/10.1016/S0921-8009(02)00089-7
De Souza Luche, H.; da Silva, J.A.G., II; da Maia, L.C., III; de Oliveira, A.C., III. Staygreen: A potentiality in plant breeding. Stay-green: A potentiality in plant breeding
Stay-green: Uma potencialidade no melhoramento genético de plantas. J. Crop Prod.
2015, 45, 1755–1760.
Detheridge, Andrew P., et al. “The Legacy Effect of Cover Crops on Soil Fungal
Populations in a Cereal Rotation.” Agriculture, Ecosystems and Environment, vol.
228, 2016, pp. 49–61, doi:10.1016/j.agee.2016.04.022.
Diamond, Jared. Evolution, Consequences and Future of Plant and Animal Domestication.
no. August, 2002.
Dias, T., A. Dukes, and P.M. Antunes. 2015. Accounting for soil biotic effects on soil
health and crop productivity in the design of crop rotations. J. Sci. Food Agric.
95(3):447-454. doi:10.1002/jsfa.6565
Ding, Mingquan, and Z. Jeffrey Chen. “ScienceDirect Epigenetic Perspectives on the
Evolution and Domestication of Polyploid Plant and Crops.” Current Opinion in Plant
Biology, vol. 42, Elsevier Ltd, 2018, pp. 37–48, doi:10.1016/j.pbi.2018.02.003.
Doebley, John F., et al. “The Molecular Genetics of Crop Domestication.” Cell, vol. 127,
no. 7, 2006, pp. 1309–21, doi:10.1016/j.cell.2006.12.006.
Doebley, John F., et al. “The Molecular Genetics of Crop Domestication.” Cell, vol. 127,
no. 7, 2006, pp. 1309–21, doi:10.1016/j.cell.2006.12.006.
Doebley, John, et al. Genetic and Morphological Analysis of a Maize-Teosinte F2
Population : Implications for the Origin of Maize. no. December, 1990, pp. 9888–92.
Donald, C.T. 1968. The breeding of crop ideotypes. Euphytica 17(3):385-403.
http://dx.doi.org/10.1007/bf00056241
Economic Research Service (ERS). “Sweet Corn for Processing, Vegetables and Melons
Outlook.” USDA
Ehrenfeld, J.G., B. Ravit, and K. Elgersma. 2005. Feedback in the plant-soil system. Annu.
Rev.
Environ.
Resour.
30:75-115.
https://doi.org/10.1146/annurev.energy.30.050504.144212
Ellstrand, Norman C., et al. “D Omesticated P Lants Into Their.” East, no. 14, 1999.
Fageria, N.K., V.C. Baligar, and B.A. Bailey. 2005. Role of cover crops in improving soil
and row crop productivity. Commun Soil Sci Plan 36:2733–2757.
https://doi.org/10.1080/00103620500303939
FAO, IFAD, UNICEF, WFP, & WHO (2017) The state of food security and nutrition in
the world. Building resilience for peace and food security.
FAO, IFAD, UNICEF, WFP, & WHO (2017) The state of food security and nutrition in
the world. Building resilience for peace and food security.
FAO. Chickpea Value Chain Food Loss Analysis: Causes and Solutions; FAO: Rome,
Italy, 2017.
FAO. “The Future of Food and Agriculture: Trends and Challenges.” Food and Agriculture
Organization of the United Nations, 2017, p. 180, doi:10.4161/chan.4.6.12871.
FAOSTAT. Food and Agricultural Commodities Production; FAOSTAT: Rome, Italy,
204

2014.
Fery, R.L.; Dukes, P.D. Genetic analysis of the green cotyledon trait in southern pea (Vigna
unguiculata (L.) Walp.). J. Am. Soc. Hortic. Sci. 1994, 119, 1054–1056.
Fierer N, Bradford MA, Jackson RB Toward an ecological classification of soil bacteria.
Ecology (2007) 88:1354–1364
Finney, D. M., et al. Living Cover Crops Have Immediate Impacts on Soil Microbial
Community Structure and Function. no. July 2017, 2018, doi:10.2489/jswc.72.4.361.
Finney, Denise M., and Jason P. Kaye. “Functional Diversity in Cover Crop Polycultures
Increases Multifunctionality of an Agricultural System.” Journal of Applied Ecology,
vol. 54, no. 2, 2017, pp. 509–17, doi:10.1111/1365-2664.12765.
Fischer G, Shah MM, & van Velthuizen HT. (2002). Climate Change and Agricultural
Vulnerability. IIASA, Laxenburg, Austria
Florence, A.M., L.G. Higley, R.A. Drijber, C.A. Francis, J.L. Lindquist. 2019. Cover crop
mixture diversity, biomass productivity, weed suppression, and stability. PLOS ONE
14: e0206195. https://doi.org/10.1371/journal.pone.0206195
Fontes-puebla, Ana A., et al. Resistance and Tolerance to Root Herbivory in Maize Were
Mediated by Domestication , Spread , and Breeding. 2019, pp. 1–29.
Friesen, M.L., S.S. Porter, S.C. Stark, E.J. von Wettberg, J.L. Sachs, and E. MartinezRomero. 2011. Microbially mediated plant functional traits. Annu. Rev. Ecol. Evol.
Syst. 42, 23-46. doi:10.1146/annurev-ecolsys-102710-145039
Friesen, Maren L. “Microbially Mediated Plant Functional Traits.” Molecular Microbial
Ecology
of
the
Rhizosphere,
vol.
1,
2013,
pp.
87–102,
doi:10.1002/9781118297674.ch8.
Friesen, Maren L., et al. “Microbially Mediated Plant Functional Traits.” Annual Review
of Ecology, Evolution, and Systematics, vol. 42, no. 1, Annual Reviews, Nov. 2011,
pp. 23–46, doi:10.1146/annurev-ecolsys-102710-145039.
Fu, J-D.; Yan, Y-F.; Lee, B-W. Physiological characteristics of a functional stay-green rice
“SNU-SG1” during grain-filling period. J. Crop Sci. Biotechnol. 2009, 12, 47–52.
Gabriel, J.L., C. Hontoria, and M. Quemada. 2016. Nitrogen use efficiency and fertiliser
fate in a long-term experiment with winter cover crops. Eur J Agron. 79:14–22.
https://doi.org/10.1016/j.eja.2016.04.015
Gao, Xiaoning, et al. “Rhizosphere Bacterial Community Characteristics over Different
Years of Sugarcane Ratooning in Consecutive Monoculture.” BioMed Research
International, vol. 2019, 2019, doi:10.1155/2019/4943150.
Gaut BS, Seymour DK, Liu Q, Zhou Y (2018) Demography and its effects on genomic
variation in crop domestication. Nature Plants 4: 512–520.
Gentinetta, E.; Ceppi, D.; Lepori, C.; Perico, G.; Motto, M.; Salamini, F. A major gene for
delayed senescence in maize. Pattern of photosynthates accumulation and inheritance.
Plant Breed. 1986, 97, 193–203.
Gepts PA. 2004. Crop domestication as a long-term selection experiment. Pp. 1–44 in J
Janick (ed.) Plant Breeding Reviews, Volume 24, Part 2. Hoboken, NJ: Wiley
Ghalambor CK, McKAY JK, Carroll SP, Reznick DN (2007) Adaptive versus nonadaptive phenotypic plasticity and the potential for contemporary adaptation in new
environments. Functional ecology 21: 394–407.
Govindaraj, M., et al. “Implication of Micronutrients in Agriculture and Health with
205

Special Reference to Iron and Zinc.” International Journal of Agricultural
Management & Development, vol. 5860, no. 2159–5852, 2011, pp. 207–20.
Greenlon A, Chang PL, Damtew ZM, Muleta A, Carrasquilla-Garcia N, Kim D, Nguyen
HP, Suryawanshi V, Krieg CP, Yadav SK, Patel JS, Mukherjee A, Udupa S,
Benjelloun I, Thami-Alami I, Yasin M, Patil B, Singh S, Sarma BK, von Wettberg
EJB, Kahraman A, Bukun B, Assefa F, Tesfaye K, Fikre A, Cook DR (2019) Globallevel population genomics reveals differential effects of geography and phylogeny on
horizontal gene transfer in soil bacteria. Proceedings of the National Academy of
Sciences of the United States of America 116: 15200–15209.
Greenlon, Alex, et al. Global-Level Population Genomics Reveals Differential Effects of
Geography and Phylogeny on Horizontal Gene Transfer in Soil Bacteria. no. 30, 2019,
pp. 15200–09, doi:10.1073/pnas.1900056116.
Gross BL, Olsen KM (2010) Genetic perspectives on crop domestication. Trends in Plant
Science 15: 529–537.
Grossman JD, Rice KJ (2012) Evolution of root plasticity responses to variation in soil
nutrient distribution and concentration. Evolutionary applications 5: 850–857.
Gruver, J., R.R. Weil, C. White, and Y. Lawley. 2014. Radishes: a new cover crop for
organic farming systems. Michigan State University, MI.
Guerry, A.D., S. Polasky, J. Lubchenco, R. Chaplin-Kramer, G.C. Daily, R. Griffin, M.
Ruckelshaus, I.J. Bateman, A. Duraiappah, T. Elmqvist, M.W. Feldman…and V.
Bhaskar. 2015. Natural capital and ecosystem services informing decisions: From
promise to practice.
Proc.
Natl.
Acad.
Sci.
112:7348-7355.
https://doi.org/10.1073/pnas.1503751112
Hajjarpoor, A.; Vadez, V.; Soltani, A.; Gaur, P.; Whitbread, A.; Suresh Babu, D.; Kholová,
J. Characterization of the main chickpea cropping systems in India using a yield gap
analysis approach. Field Crops Res. 2018, 223, 93–104.
Hallama, M., C. Pekrun, H. Lambers, and E. Kandeler. 2019. Hidden miners – the roles of
cover crops and soil microorganisms in phosphorus cycling through agroecosystems.
Plant Soil 434:7–45. https://doi.org/10.1007/s11104-018-3810-7
Hallama, Moritz, et al. “Hidden Miners – the Roles of Cover Crops and Soil
Microorganisms in Phosphorus Cycling through Agroecosystems.” Plant and Soil,
vol. 434, no. 1–2, Plant and Soil, 2019, pp. 7–45, doi:10.1007/s11104-018-3810-7.
Hammer K (1984) Das Domestikationssyndrom. Die Kulturpflanze 32: 11–34.
Hammer, K. Das Domestikationssyndrom. Die Kulturpflanze 32, 11–34 (1984).
https://doi.org/10.1007/BF02098682
Han, G.Z. 2019. Origin and evolution of the plant immune system. New Phyt. 222:70–83
doi: 10.1111/nph.15596
Hansen
Ray.
2019
“Sweet
Corn”
https://www.agmrc.org/commoditiesproducts/vegetables/sweet-corn
Hardarson, G., F.A. Bliss, M.R. Cigales-Rivero, R.A. Henson, J.A. Kipe-Nolt, L. Longeri,
… S.M. Tsai. 1993. Genotypic variation in biological nitrogen fixation by common
bean. Plant Soil 152:59–70. https://doi.org/10.1007/BF00016333
Harrel F. 2015. Package “Hmisc." https://cran. r-1038 project. org/web/packages/Hmisc
Harris, J.A. 2003. Measurements of the soil microbial community for estimating the
success of restoration. Eur. J. Soil Sci. 54:801–808. https://doi.org/10.1046/j.1365206

2389.2003.00559.x
Hartwig, N. L., and H. U. Ammon. “50th Anniversary - Invited Article - Cover Crops and
Living Mulches.” Weed Science, vol. 50, no. 6, 2002, pp. 688–99, doi:10.1614/00431745(2002)050[0688:aiacca]2.0.co;2.
Hauvermale AL, & Sanad MN (2019) Phenological Plasticity of Wild and Cultivated
Plants [Online First], IntechOpen, DOI: 10.5772/intechopen.85070. Available from:
https://www.intechopen.com/online-first/phenological-plasticity-of-wild-andcultivated-plants
Hereford J, Hansen TF, Houle D (2004) Comparing strengths of directional selection: how
strong is strong? Evolution 58: 2133–2143.
Hoang, T.B.; Kobata, T. Stay-green in rice (Oryza sativa L.) of drought-prone areas in
desiccated soils. Plant Prod. Sci. 2009, 12, 397–408.
Hodgdon, E.A., N.D. Warren, R.G. Smith, and R.G. Sideman. 2016. In-Season and carryover effects of cover crops on productivity and weed suppression. Agron J 108:1624–
1635. https://doi.org/10.2134/agronj2015.0419
Hoekstra HE, Hoekstra JM, Berrigan D, Vignieri SN, Hoang A, Hill CE, Beerli P,
Kingsolver JG (2001) Strength and tempo of directional selection in the wild.
Proceedings of the National Academy of Sciences of the United States of America 98:
9157–9160.
Holdsworth, William L., et al. “A Community Resource for Exploring and Utilizing
Genetic Diversity in the USDA Pea Single Plant plus Collection.” Horticulture
Research, vol. 4, no. January, 2017, doi:10.1038/hortres.2017.17.
Hortensteiner, S. Stay-green regulates chlorophyll and chlorophyll-binding protein
degradation during senescence. Trends Plant Sci. 2009, 14, 155–162.
Huang, L.F., L.X. Song, X.J. Xia, W.H. Mao, K. Shi, Y.H. Zhou, J.Q. Yu. 2013. Plant-soil
feedbacks and soil sickness: from mechanisms to application in agriculture. J Chem
Ecol. 39(2):232-42. doi: 10.1007/s10886-013-0244-9.
Hufford MB, Berny Mier Y Teran JC, Gepts P (2019) Crop biodiversity: an unfinished
magnum opus of nature. Annual review of plant biology 70: 727–751.
Hummel, R.L., J.F. Walgenbach, G.D. Hoyt, and G.G. Kennedy. 2002. Effects of
production system on vegetable arthropods and their natural enemies. Agric. Ecosyst.
Environ 93:165-176. DOI: 10.1016/S0167-8809(01)00345-0
Huxley, J. Evolution, the Modern Synthesis. New York ; London: Harper & brothers, 1943.
Print.
Iannucci, Anna, et al. “Evolution of the Crop Rhizosphere: Impact of Domestication on
Root Exudates in Tetraploid Wheat (Triticum Turgidum L.).” Frontiers in Plant
Science, vol. 8, no. December, 2017, doi:10.3389/fpls.2017.02124.
Ingels, C.A., K.M. Scow, D.A. Whisson, and R.E. Drenovsky. 2005. Effects of cover crops
on grapevines, yield, juice composition, soil microbial ecology, and gopher activity.
Am. J. Enol. Vitic. 56:19–29.
Ingels, Chuck A., et al. “Effects of Cover Crops on Grapevines, Yield, Juice Composition,
Soil Microbial Ecology, and Gopher Activity.” American Journal of Enology and
Viticulture, vol. 56, no. 1, 2005, pp. 19–29.
Ingerslew, K.S., and I. Kaplan. 2018. Distantly related crops are not better rotation partners
for tomato. J Appl Ecol 55:2506–2516. https://doi.org/10.1111/1365-2664.13156
207

Ingerslew, Kathryn S., and Ian Kaplan. “Distantly Related Crops Are Not Better Rotation
Partners for Tomato.” Journal of Applied Ecology, vol. 55, no. 5, 2018, pp. 2506–16,
doi:10.1111/1365-2664.13156.
Jackson LE, Bloom AJ (1990) Root distribution in relation to soil nitrogen availability in
field-grown tomatoes. Plant and soil 128: 115–126.
Jackson RB, Caldwell MM (1993) Geostatistical patterns of soil heterogeneity around
individual perennial plants. The Journal of Ecology 81: 683.
Jacoby, R.P. and S. Kopriva. 2018. Metabolic niches in the rhizosphere microbiome: new
tools and approaches to analyse metabolic mechanisms of plant–microbe nutrient
exchange. J. Exp. Bot. 70:1087-1094. doi:10.1093/jxb/ery438
Jacoby, Richard, et al. “The Role of Soil Microorganisms in Plant Mineral Nutrition—
Current Knowledge and Future Directions.” Frontiers in Plant Science, vol. 8, no.
September, 2017, pp. 1–19, doi:10.3389/fpls.2017.01617.
Jiang, H.; Li, M.; Liang, N.; Yan, H.; Wei, Y.; Xu, X.; Liu, J.; Xu, Z.; Chen, F.; Wu, G.
Molecular cloning and function analysis of the stay green gene in rice. Plant J. 2007,
52, 197–209.
Johanning, Nathan. Cover Crops Defined. no. October, 2014.
John R, Dalling JW, Harms KE, Yavitt JB, Stallard RF, Mirabello M, Hubbell SP, Valencia
R, Navarrete H, Vallejo MI, and Foster RB (2007) Soil nutrients influence spatial
distributions of tropical tree species. Proceedings of the National Academy of
Sciences of the United States of America 104 (3): 864–869.
Jones, I.M., S. Koptur, and E.J. von Wettberg. 2017. The use of extrafloral nectar in pest
management: overcoming context dependence. J Appl Ecol 54:489-499. doi:
10.1111/1365-2664.12778
Jordan, D.R.; Hunt, C.H.; Cruickshank, A.W.; Borrell, A.K.; Henzell, R.G. The
relationship between the stay-green trait and grain yield in elite sorghum hybrids
grown in a range of environments. Crop Sci. 2012, 52, 1153–1161.
Kamal, N.M.; Serag, Y.; Gorafi, A.; Tsujimoto, H.; Ghanim, A.M.A. Stay-Green QTLs
Response in Adaptation to Post-Flowering Drought Depends on the Drought Severity.
BioMed Res. Int. 2018, 2018, 1–15.
Kapulnik, Y., Kushnir, U. Growth dependency of wild, primitive and modern cultivated
wheat lines on vesicular-arbuscular mycorrhiza fungi. Euphytica 56, 27–36 (1991).
https://doi.org/10.1007/BF00041740
Karami, Ali, Sarshar, Meysam; Ranjbar, Reza; Zanjani, Rahim Sorouri. The Phylum
Spirochaetaceae. The Prokaryotes. (2014) pp. 915–929. doi:10.1007/978-3-64238954-2_156. ISBN 978-3-642-38953-5.
Kholova, J.; Zindy, P.; Malayee, S.; Baddam, R.; Murugesan, T.; Kaliamoorthy, S.; Hash,
C.T.; Votrubová, O.; Soukup, A.; Kocová, M.; et al. Component traits of plant water
use are modulated by vapour pressure deficit in pearl millet (Pennisetum glaucum(L.)
R.Br.). Funct. Plant Biol. 2016, 43, 423–437.
Kholová, J.; Hash, C.T.; Kakkera, A.; Kočová, M.; Vadez, V. Constitutive water
conserving mechanisms are correlated with the terminal drought tolerance of pearl
millet [Pennisetum glaucum (L.) R. Br.]. J. Exp. Bot. 2010, 61, 369–377.
Kholová, J.; Hash, C.T.; Kumar, P.L.; Yadav, S.R.; Kočová, M.; Vadez, V. Terminal
drought-tolerant pearl millet [Pennisetum glaucum (L.) R. Br.] have high leaf ABA
208

and limit transpiration at high vapor pressure deficit. J. Exp. Bot. 2010, 61, 1431–
1440.
Kholová, J.; McLean, G.; Vadez, V.; Craufurd, P.; Hammer, G.L. Drought stress
characterization of post-rainy season (rabi) sorghum in India. Field Crops Res. 2013,
141, 38–46.
Kholová, J.; Tharanya, M.; Sivasakthi, K.; Srikanth, M.; Rekha, B.; Hammer, G.L.;
McLean, G.; Deshpande, S.; Hash, C.T.; Craufurd, P.; et al. Modelling the effect of
plant water use traits on yield and stay-green expression in sorghum. Funct. Plant Biol.
2014, 1, 1019–1034.
Kiers ET, Hutton MG, Denison RF (2007) Human selection and the relaxation of legume
defences against ineffective rhizobia. Proceedings. Biological Sciences the Royal
Society 274: 3119–3126.
Kim, Dong Hyun, et al. “Phylogenetic Diversity of Mesorhizobium in Chickpea.” Journal
of Biosciences, vol. 39, no. 3, June 2014, pp. 513–17, doi:10.1007/s12038-014-94299.
Kingsolver JG, Hoekstra HE, Hoekstra JM, Berrigan D, Vignieri SN, Hill CE, Hoang A,
Gibert P, Beerli P (2001) The strength of phenotypic selection in natural populations.
The American Naturalist 157: 245–261.
Kingsolver JG, Pfennig DW (2007) Patterns and power of phenotypic selection in nature.
Bioscience 57: 561.
Koenker, R. Quantile Regression. Cambridge U. Press, 2005.
Kong D, Wang J, Wu H, Valverde-Barrantes OJ, Wang R, Zeng H, Kardol P, Zhang H,
Feng Y. (2019) Nonlinearity of root trait relationships and the root economics
spectrum. Nature Communications 10: 2203.
Korolev, N., D.R. David, and Y. Elad. 2008. The role of phytohormones in basal resistance
and Trichoderma-induced systemic resistance to Botrytis cinerea in Arabidopsis
thaliana. BioControl 53:667–683. https://doi.org/10.1007/s10526-007-9103-3
Krieg CP, Kassa MT, von Wettberg EJB (2017) Germplasm Characterization and Trait
Discovery. In: Varshney R., Saxena R., Jackson S. (eds) The Pigeonpea Genome.
Compendium of Plant Genomes. Springer, Berlin pp 65-79.
Krupinsky, J.M., K.L. Bailey, M.P. McMullen, B.D. Gossen, T. Kelly Turkington. 2002.
Managing plant disease risk in diversified cropping systems. Agron J 94:198–209.
doi:10.2134/agronj2002.1980
Kulmatiski, A., K.H. Beard, J.R. Stevens, and S.M. Cobbold. 2008. Plant–soil feedbacks:
a meta‐analytical review. Ecol. Lett. 11:980-992. doi: 10.1111/j.14610248.2008.01209.x.
Kumar, Upendra, et al. “Variation of Functional Diversity of Soil Microbial Community
in Sub-Humid Tropical Rice-Rice Cropping System under Long-Term Organic and
Inorganic Fertilization.” Ecological Indicators, vol. 73, Elsevier Ltd, 2017, pp. 536–
43, doi:10.1016/j.ecolind.2016.10.014.
Kurilich, A.C.; Juvik, J.A. Quantification of carotenoid and tocopherol antioxidants in Zea
mays. J. Agric. Food Chem. 1999, 47, 1948–1955.
Kuznetsova A, Brockhoff PB, Christensen RHB (2017) lmertest package: tests in linear
mixed effects models. Journal of statistical software 82.
Kuzyakov, Y. and G. Domanski. 2000. Carbon input by plants into the soil. Review. J. Soil
209

Sci.
Plant
Nutr.
163:421-431.
https://doi.org/10.1002/15222624(200008)163:4<421::AID-JPLN421>3.0.CO;2-R
Lakshmanan, V., et al. “Functional Soil Microbiome: Belowground Solutions to an
Aboveground Problem.” Plant Physiology, vol. 166, no. 2, 2014, pp. 689–700,
doi:10.1104/pp.114.245811.
Lal, R. “Soil Carbon Sequestration Impacts on Global Climate Change and Food Security.”
Science, vol. 304, no. 5677, 2004, pp. 1623–27, doi:10.1126/science.1097396.
Lande R, Arnold SJ (1983) The Measurement of Selection on Correlated Characters.
Evolution 37: 1210.
Larkin, R.P., T.S. Griffin, and C.W. Honeycutt. 2010. Rotation and Cover Crop Effects on
Soilborne Potato Diseases, Tuber Yield, and Soil Microbial Communities. Plant Dis.
94:1491–1502. https://doi.org/10.1094/pdis-03-10-0172
Larkin, Robert P., et al. “Rotation and Cover Crop Effects on Soilborne Potato Diseases,
Tuber Yield, and Soil Microbial Communities.” Plant Disease, vol. 94, no. 12, 2010,
pp. 1491–502, doi:10.1094/pdis-03-10-0172.
Lauber CL, Hamady M, Knight R, Fierer N. Pyrosequencing-based assessment of soil pH
as a predictor of soil bacterial community structure at the continental scale. Appl
Environ Microbiol (2009)75:5111–5120
Lehmann, A., Barto, E.K., Powell, J.R. et al. Mycorrhizal responsiveness trends in annual
crop plants and their wild relatives—a meta-analysis on studies from 1981 to 2010.
Plant Soil 355, 231–250 (2012). https://doi.org/10.1007/s11104-011-1095-1
Lenser T, Theißen G (2013) Molecular mechanisms involved in convergent crop
domestication. Trends in Plant Science 18: 704–714.
Lenser, Teresa, and Günter Theißen. “Molecular Mechanisms Involved in Convergent
Crop Domestication.” Trends in Plant Science, vol. 18, no. 12, 2013, pp. 704–14,
doi:10.1016/j.tplants.2013.08.007.
Li, W., Gill, B.S. Multiple genetic pathways for seed shattering in the grasses. Funct Integr
Genomics 6, 300–309 (2006). https://doi.org/10.1007/s10142-005-0015-y
Li, X., A. Jousset, W. de Boer, V.J Carrion, T. Zhang, X. Wang, and E.E. Kuramae. 2019.
Legacy of land use history determines reprogramming of plant physiology by soil
microbiome. ISME J 13:738–751. doi:10.1038/s41396-018-0300-0
Liang, Shangtao, et al. “Soil Microbial Responses to Winter Legume Cover Crop
Management during Organic Transition.” European Journal of Soil Biology, vol. 65,
Elsevier Masson SAS, 2014, pp. 15–22, doi:10.1016/j.ejsobi.2014.08.007.
Licker, Rachel, et al. “Mind the Gap: How Do Climate and Agricultural Management
Explain the ‘yield Gap’ of Croplands around the World?” Global Ecology and
Biogeography, vol. 19, no. 6, 2010, pp. 769–82, doi:10.1111/j.14668238.2010.00563.x.
Lin, Zhongwei, et al. NIH Public Access. no. 6, 2012, pp. 720–24,
doi:10.1038/ng.2281.Parallel.
Lopes, M.S.; Reynolds, M.P. Stay-green in spring wheat can be determined by spectral
reflectance measurements (normalized difference vegetation index) independently
from phenology. J. Exp. Bot. 2012, 63, 3789–3798.
Luo, Z.; Zhang, J.; Li, J.; Yang, C.; Wang, T.; Ouyang, B.; Li, H.; Giovannoni, J.; Ye, Z.
A STAY-GREEN protein SlSGR1 regulates lycopene and β-carotene accumulation
210

by interacting directly with SlPSY1 during ripening processes in tomato. New Phytol.
2013, 198, 442–452.
Lye ZN, Purugganan MD (2019) Copy number variation in domestication. Trends in Plant
Science 24: 352–365.
Maaroufi, Nadia I., et al. “Anthropogenic Nitrogen Enrichment Enhances Soil Carbon
Accumulation by Impacting Saprotrophs Rather than Ectomycorrhizal Fungal
Activity.” Global Change Biology, vol. 25, no. 9, 2019, pp. 2900–14,
doi:10.1111/gcb.14722.
Mae, T.; Ohira, K. Origin of the nitrogen a growing rice leaf and its relation to nitrogen
nutrition. Jpn. J. Soil Sci. Plant Nutr. 1983, 54, 401–405.
Mariotte, P., Z. Mehrabi, T.M. Bezemer, G.B. De Deyn, A. Kulmatiski, B. Drigo, … P.
Kardol. 2018. Plant–Soil Feedback: Bridging Natural and Agricultural Sciences.
Trends Ecol Evol 33:129–142. https://doi.org/10.1016/j.tree.2017.11.005
Mariotte, Pierre, et al. “Plant–Soil Feedback: Bridging Natural and Agricultural Sciences.”
Trends in Ecology and Evolution, vol. 33, no. 2, Elsevier Ltd, 2018, pp. 129–42,
doi:10.1016/j.tree.2017.11.005.
Martin AR, Isaac ME (2015) REVIEW: Plant functional traits in agroecosystems: a
blueprint for research. The Journal of applied ecology 52: 1425–1435.
Martin, Adam R., and Marney E. Isaac. “Functional Traits in Agroecology: Advancing
Description and Prediction in Agroecosystems.” Journal of Applied Ecology, vol. 55,
no. 1, 2018, pp. 5–11, doi:10.1111/1365-2664.13039.
Martins, Samuel Julio, et al. “Common Bean Growth and Health Promoted by
Rhizobacteria and the Contribution of Magnesium to the Observed Responses.”
Applied Soil Ecology, vol. 87, Elsevier B.V., 2015, pp. 49–55,
doi:10.1016/j.apsoil.2014.11.005.
Martín-Robles, Nieves, et al. “Impacts of Domestication on the Arbuscular Mycorrhizal
Symbiosis of 27 Crop Species.” New Phytologist, vol. 218, no. 1, 2018, pp. 322–34,
doi:10.1111/nph.14962.
Matesanz S, Milla R (2018) Differential plasticity to water and nutrients between crops
and their wild progenitors. Environmental and experimental botany 145: 54–63.
Matsuoka, Yoshihiro, et al. A Single Domestication for Maize Shown by Multilocus
Microsatellite Genotyping. 2002.
Mayes, S., et al. EXtra Botany The Potential for Underutilized Crops to Improve Security
of Food Production. 2012, doi:10.1093/jxb/err396.
Mbuthia, L.W., V. Acosta-Martínez, J. DeBryun, S. Schaeffer, D. Tyler, E. Odoi,…
Mbuthia, Lilian Wanjiru, et al. “Long Term Tillage, Cover Crop, and Fertilization Effects
on Microbial Community Structure, Activity: Implications for Soil Quality.” Soil
Biology
and
Biochemistry,
vol.
89,
2015,
pp.
24–34,
doi:10.1016/j.soilbio.2015.06.016.
McBee, G.G.; Waskom, R.M.; Miller, F.R.; Creelman, R.A. Effect of senescence and
nonsenescence on carbohydrates in sorghum during late kernel maturity states. Crop
Sci. 1983, 23, 372–376.
McDaniel, M.D., L.K. Tiemann, and A.S. Grandy. 2014. Does agricultural crop diversity
enhance soil microbial biomass and organic matter dynamics? A meta-analysis. Ecol
Appl 24:560–570. https://doi.org/10.1890/13-0616.1
211

McDaniel, M.D., Tiemann, L.K., Grandy, A. S. “Does Agricultural Crop Diversity
Enhance Soil Microbial Biomass and Organic Matter Dynamics? A Meta-Analysis.”
Ecological Applications, vol. 24, no. 3, 2014, pp. 560–70.
McKey DB, Elias M, Pujol B (2012)17 Ecological Approaches to Crop Domestication.
Biodiversity in agriculture: domestication, evolution, and sustainability, 377–406.
Meier, S.; Tzfadia, O.; Vallabhaneni, R.; Gehring, C.; Wurtzel, E.T. A transcriptional
analysis of carotenoid, chlorophyll and plastidial isoprenoid biosynthesis genes during
development and osmotic stress responses in Arabidopsis thaliana. BMC Syst. Biol.
2011, 5, 77.
Meyer RS, DuVal AE, Jensen HR (2012) Patterns and processes in crop domestication: an
historical review and quantitative analysis of 203 global food crops. The New
Phytologist 196: 29–48.
Meyer, R., Purugganan, M. Evolution of crop species: genetics of domestication and
diversification. Nat Rev Genet 14, 840–852 2013, https://doi.org/10.1038/nrg3605
Meyer, Rachel S., et al. “Patterns and Processes in Crop Domestication: An Historical
Review and Quantitative Analysis of 203 Global Food Crops.” New Phytologist, vol.
196, no. 1, 2012, pp. 29–48, doi:10.1111/j.1469-8137.2012.04253.x.
Miguez, Fernando E., and Germán A. Bollero. “Review of Corn Yield Response under
Winter Cover Cropping Systems Using Meta-Analytic Methods.” Crop Science, vol.
45, no. 6, 2005, pp. 2318–29, doi:10.2135/cropsci2005.0014.
Milla R, Osborne CP, Turcotte MM, Violle C (2015) Plant domestication through an
ecological lens. Trends in Ecology & Evolution 30: 463–469.
Miller W.J., McDonald J.F., Nouaud D., Anxolabéhère D. 2000 Molecular domestication
— more than a sporadic episode in evolution. In: McDonald J.F. (eds) Transposable
Elements and Genome Evolution. Georgia Genetics Review 1, vol 1. Springer,
Dordrecht
Molla, A. H., et al. “Mechanism of Root Growth and Promotion of Nodulation in Vegetable
Soybean by Azospirillum Brasilense.” Communications in Soil Science and Plant
Analysis, vol. 32, no. 13–14, 2001, pp. 2177–87, doi:10.1081/CSS-120000276.
Mondal, W.A.; Dey, B.B.; Choudhuri, M.A. Proline accumulation as a reliable indicator
of monocarpic senescence in rice cultivars. Experientia 1985, 41, 346–348.
Morita, K. Release of nitrogen from chloroplasts during senescence in rice (Oryza sativa
L.). Ann. Bot. 1980, 46, 297–302.
Morrell PL, Buckler ES, Ross-Ibarra J (2011) Crop genomics: advances and applications.
Nature Reviews. Genetics 13: 85–96.
Morrell PL, Gonzales AM, Meyer KKT, Clegg MT (2013) Resequencing Data Indicate a
Modest Effect of Domestication on Diversity in Barley: A Cultigen With Multiple
Origins. The Journal of Heredity.
Muchero, W.; Roberts, P.A.; Diop, N.N.; Drabo, I.; Cisse, N.; Close, T.J.; Muranaka, S.;
Boukar, O.; Ehlers, J.D. Genetic architecture of delayed senescence, biomass, and
grain yield under drought stress in cowpea. PLoS ONE 2013, 8, e70041.
Mueller, Nathaniel D., et al. “Closing Yield Gaps through Nutrient and Water
Management.” Nature, vol. 490, no. 7419, Nature Publishing Group, 2012, pp. 254–
57, doi:10.1038/nature11420.
Mueller, U.G., and Sachs, J.L. Engineering microbiomes to improve plant and animal
212

health. Trends Microbiol (2015), 23: 606–617.
Mur, L.A.J.; Aubry, S.; Mondhe, M.; Kingston-Smith, A.; Gallagher, J.; Timms-Taravella,
E.; James, C.; Papp, I.; Hörtensteiner, S.; Thomas, H.; et al. Accumulation of
chlorophyll catabolites photosensitizes the hypersensitive response elicited by
Pseudomonas syringae in Arabidopsis. New Phytol. 2010, 188, 161–174.
Mutch, L.A. and Young J.P.W. (2004), Diversity and specificity of Rhizobium
leguminosarum biovar viciae on wild and cultivated legumes. Molecular Ecology, 13:
2435-2444. doi:10.1111/j.1365-294X.2004.02259.x
Mwafulirwa, Lumbani, et al. “Barley Genotype Influences Stabilization of
Rhizodeposition-Derived C and Soil Organic Matter Mineralization.” Soil Biology
and Biochemistry, vol. 95, 2016, pp. 60–69, doi:10.1016/j.soilbio.2015.12.011.
Myers, J.R.; Aljadi, M.; Brewer, L. The Importance of Cosmetic Stay Green in Specialty
Crops. Plant Breed. Rev. 2018, 219, doi:10.1002/9781119521358.ch6.
Ménard L, McKey D, Mühlen GS, Clair B, Rowe NP (2013) The evolutionary fate of
phenotypic plasticity and functional traits under domestication in manioc: changes in
stem biomechanics and the appearance of stem brittleness. Plos One 8: e74727.
N. Eash. 2015. Long term tillage, cover crop, and fertilization effects on microbial
community structure, activity: Implications for soil quality. Soil Biol. Biochem.
89:24–34. https://doi.org/10.1016/j.soilbio.2015.06.016
National Agricultural Statistics Service. “United States Summary and State Data.” 2017
Census of Agriculture, vol. 1, no. Part 51, 2019, p. 820,
http://www.agcensus.usda.gov/Publications/2012/.
National Agricultural Statistics Service. “United States Summary and State Data.” 2017
Census of Agriculture, vol. 1, no. Part 51, 2019, p. 820,
http://www.agcensus.usda.gov/Publications/2012/.
Nemesk, Eszter. Physiological Responses of Selected Vegetable Crop Species to Water
Stress. no. Faostat 2017, 2019.
Niu, Jiaojiao, et al. “The Succession Pattern of Soil Microbial Communities and Its
Relationship with Tobacco Bacterial Wilt.” BMC Microbiology, vol. 16, no. 1, BMC
Microbiology, 2016, pp. 1–10, doi:10.1186/s12866-016-0845-x.
Nivelle, Elodie, et al. “Functional Response of Soil Microbial Communities to Tillage,
Cover Crops and Nitrogen Fertilization.” Applied Soil Ecology, vol. 108, Elsevier
B.V., 2016, pp. 147–55, doi:10.1016/j.apsoil.2016.08.004.
Nouri, A., J. Lee, X. Yin, D.D. Tyler, and A.M. Saxton. 2019. Thirty-four years of notillage and cover crops improve soil quality and increase cotton yield in Alfisols,
Southeastern
USA.
Geoderma
337:998–1008.
https://doi.org/10.1016/j.geoderma.2018.10.016
Nouri, Amin, et al. “Thirty-Four Years of No-Tillage and Cover Crops Improve Soil
Quality and Increase Cotton Yield in Alfisols, Southeastern USA.” Geoderma, vol.
337,
no.
October
2018,
Elsevier,
2019,
pp.
998–1008,
doi:10.1016/j.geoderma.2018.10.016.
Oburger, E., and D.L. Jones. 2018. Rhizosphere Sampling root exudates – Mission
impossible ? Rhizosphere 6:116–133. https://doi.org/10.1016/j.rhisph.2018.06.004
Oburger, Eva, and David L. Jones. “Rhizosphere Sampling Root Exudates – Mission
Impossible ?” Rhizosphere, vol. 6, no. June, Elsevier, 2018, pp. 116–33,
213

doi:10.1016/j.rhisph.2018.06.004.
Ogutcen E, Pandey A, Khan MK, Marques E, Penmetsa RV, Kahraman A, von Wettberg
EJB (2018) Pod shattering: A homologous series of variation underlying
domestication and an avenue for crop improvement. Agronomy 8: 137.
Olsen KM, Wendel JF (2013) A bountiful harvest: genomic insights into crop
domestication phenotypes. Annual review of plant biology 64: 47–70.
Olsen, Kenneth M., Ana L. Caicedo, et al. Selection Under Domestication: Evidence for a
Sweep in the Rice Waxy Genomic Region. no. June, 2006, pp. 975–83,
doi:10.1534/genetics.106.056473.
Olsen, Kenneth M., Jonathan F. Wendel, et al. Crop Plants as Models for Understanding
Plant Adaptation and Diversification. no. August, 2013, doi:10.3389/fpls.2013.00290.
Olson, Kenneth, et al. “Long-Term Effects of Cover Crops on Crop Yields, Soil Organic
Carbon Stocks and Sequestration.” Open Journal of Soil Science, vol. 04, no. 08,
2014, pp. 284–92, doi:10.4236/ojss.2014.48030.
Ortega R, Hecht VFG, Freeman JS, Carrasquilla-Garcia N, Rouf RM, Penmetsa R.V, Cook
DR, Millan T, and, Weller JL (2019) Altered Expression of an FT Cluster Underlies
a Major Locus Controlling Domestication-Related Changes to Chickpea Phenology
and Growth Habit. Front. Plant Sci., https://doi.org/10.3389/fpls.2019.00824.
Palaisa, Kelly, et al. Long-Range Patterns of Diversity and Linkage Disequilibrium
Surrounding the Maize Y1 Gene Are Indicative of an Asymmetric Selective Sweep.
no. 26, 2004, pp. 9885–90.
Paterson AH, Lin YR, Li ZK, Schertz KF, Doebley JF, Pinson SRM, Liu SC, Stansel JW,
Irvine JE. Convergent domestication of cereal crops by independent mutations at
corresponding genetic loci. Science 269, (1995) 1714–1718
Paz-González A, Vieira SR, Taboada Castro M (2000) The effect of cultivation on the
spatial variability of selected properties of an umbric horizon. Geoderma 97: 273–
292.
Penmetsa RV, Carrasquilla-Garcia N, Bergmann EM, Vance L, Castro B, Kassa MT,
Sarma BK, Datta S, Farmer AD, Baek J-M, Coyne CJ, Varshney RK, von Wettberg
EJB, Cook DR (2016) Multiple post-domestication origins of kabuli chickpea through
allelic variation in a diversification-associated transcription factor. The New
Phytologist 211: 1440–1451.
Pieterse, M. J., et al. Induced Systemic Resistance by Beneficial Microbes. 2014,
doi:10.1146/annurev-phyto-082712-102340.
Pineda, Ana, et al. “Steering Soil Microbiomes to Suppress Aboveground Insect Pests.”
Trends in Plant Science, vol. 22, no. 9, Elsevier Ltd, 2017, pp. 770–78,
doi:10.1016/j.tplants.2017.07.002.
Piperno, Dolores R. “Assessing Elements of an Extended Evolutionary Synthesis for Plant
Domestication and Agricultural Origin Research.” Proceedings of the National
Academy of Sciences of the United States of America, vol. 114, no. 25, 2017, pp.
6429–37, doi:10.1073/pnas.1703658114.
Poeplau, Christopher, and Axel Don. “Carbon Sequestration in Agricultural Soils via
Cultivation of Cover Crops - A Meta-Analysis.” Agriculture, Ecosystems and
Environment,
vol.
200,
Elsevier
B.V.,
2015,
pp.
33–41,
doi:10.1016/j.agee.2014.10.024.
214

Ponisio, Lauren C., et al. “Diversification Practices Reduce Organic to Conventional Yield
Gap.” Proceedings of the Royal Society B: Biological Sciences, vol. 282, no. 1799,
2015, doi:10.1098/rspb.2014.1396.
Ponti, L. , M.A. Altieri, A.P. Gutierrez. 2007. Effects of crop diversification levels and
fertilization regimes on abundance of Brevicoryne brassicae (L.) and its parasitization
by Diaeretiella rapae (M’Intosh) in broccoli. Agr Forest Entomol 9:209-214.
doi:10.1111/j.1461-9563.2007.00330.x
Power, A.G. 2010. Ecosystem services and agriculture: tradeoffs and synergies. Phil.
Trans. R. Soc. B 365:2959-2971. https://doi.org/10.1098/rstb.2010.0143
Price T, Langen T (1992) Evolution of correlated characters. Trends in Ecology &
Evolution 7: 307–310.
Price waterhouse cooper LLC. (2013) Crop wild relatives: a valuable resource for crop
development.
Prosekov, Alexander Y., and Svetlana A. Ivanova. Geoforum Food Security : The
Challenge
of
the
Present.
no.
February,
2018,
pp.
73–77,
doi:10.1016/j.geoforum.2018.02.030.
Pérez-Jaramillo JE, Carrión VJ, Bosse M, Ferrão LFV, de Hollander M, Garcia AAF,
Ramírez CA, Mendes R, Raaijmakers JM (2017) Linking rhizosphere microbiome
composition of wild and domesticated Phaseolus vulgaris to genotypic and root
phenotypic traits. The ISME Journal 11: 2244–2257.
Pérez-Jaramillo, Juan E, et al. “Impact of Plant Domestication on Rhizosphere Microbiome
Assembly and Functions.” Plant Molecular Biology, vol. 90, no. 6, Springer
Netherlands, 2016, pp. 635–44, doi:10.1007/s11103-015-0337-7.
Pérez-Jaramillo, Juan E., Víctor J. Carrión, Mattias de Hollander, et al. “The Wild Side of
Plant Microbiomes.” Microbiome, vol. 6, no. 1, Microbiome, 2018, pp. 4–9,
doi:10.1186/s40168-018-0519-z.
Pérez-Jaramillo, Juan E., Víctor J. Carrión, Mirte Bosse, et al. “Linking Rhizosphere
Microbiome Composition of Wild and Domesticated Phaseolus Vulgaris to Genotypic
and Root Phenotypic Traits.” ISME Journal, vol. 11, no. 10, Nature Publishing Group,
2017, pp. 2244–57, doi:10.1038/ismej.2017.85.
Pétriacq, P., A. Williams, T.E. Cotton, A.E. McFarlane, S.A. Rolfe, and J. Ton. 2017.
Metabolite profiling of non‐sterile rhizosphere soil. Plant J. 92:147-162. doi:
10.1111/tpj.13639.
Qiao, Qinghua, et al. “The Variation in the Rhizosphere Microbiome of Cotton with Soil
Type, Genotype and Developmental Stage.” Scientific Reports, vol. 7, no. 1, Springer
US, 2017, pp. 1–10, doi:10.1038/s41598-017-04213-7.
Rajcan, I.; Tollenaar, M. Source: sink ratio and leaf senescence in maize. I. Dry matter
accumulation and partitioning during grain filling. Field Crops Res. 1999, 60, 245–
253.
Rakha, Mohamed, et al. “Screening Recently Identified Whitefly/Spider Mite-Resistant
Wild Tomato Accessions for Resistance to Tuta Absoluta.” Plant Breeding, vol. 136,
no. 4, 2017, pp. 562–68, doi:10.1111/pbr.12503.
Rao, Idupulapati M., et al. “Root Adaptations to Soils with Low Fertility and Aluminium
Toxicity.” Annals of Botany, vol. 118, no. 4, 2016, pp. 593–605,
doi:10.1093/aob/mcw073.
215

Rau, Domenico, et al. Genomic Dissection of Pod Shattering in Common Bean : Mutations
at Non-Orthologous Loci at the Basis of Convergent Phenotypic Evolution under
Domestication of Leguminous Species. 2019, pp. 693–714, doi:10.1111/tpj.14155.
Rauw WM, Kanis E, Noordhuizen-Stassen EN, Grommers FJ (1998) Undesirable side
effects of selection for high production efficiency in farm animals: a review. Livestock
Production Science 56: 15–33.
Rayfuse, Rosemary, and Nicole Weisfelt. The Challenge of Food Security. no. February,
2012, pp. 812–19, doi:10.4337/9780857939388.
Raza, Ali, et al. “Impact of Climate Change on Crops Adaptation and Strategies to Tackle
Its Outcome: A Review.” Plants, vol. 8, no. 2, 2019, doi:10.3390/plants8020034.
Redden RJ, Berger JD (2007) History and origin of chickpea. In: Yadav SS, Redden RJ,
Chen W, Sharma B, eds. Chickpea breeding and management. Wallingford: CABI,
1–13.
Reich PB (2014) The world-wide “fast-slow” plant economics spectrum: a traits manifesto.
The Journal of Ecology 102: 275–301.
Rezaei, M.K.; Deokar, A.; Arganosa G.; Roorkiwal M.; Pandey S.K.; Warrkentin T.D.;
Varshney R.K.; Tar’an, B. Mapping Quantitative Trait Loci for Carotenoid
Concentration in Three F2 Populations of Chickpea. Plant Genome 2019, 12, 1–12.
Rezaei, M.K.; Deokar, A.; Tar’an, B. Identification and Expression Analysis of Candidate
Genes Involved in Carotenoid Biosynthesis in Chickpea Seeds. Front. Plant Sci. 2016,
7, 1867.
Rodrigo Mendes, 1, et al. “Deciphering the Rhizosphere Microbiome for DiseaseSuppressive Bacteria.” Science, vol. 332, no. 6033, 2011, pp. 1093–97,
doi:10.1126/science.1202007.
Rolli, Eleonora, et al. Improved Plant Resistance to Drought Is Promoted by the RootAssociated Microbiome as a Water Stress-Dependent Trait. 2014, doi:10.1111/14622920.12439.
Rosegrant, Mark W., and Sarah A. Cline. Global Food Security : Challenges and Policies.
no. December, 2003, pp. 1917–20.
Ross A. Vitamin A and Carotenoids. In Modern Nutrition in Health and Disease, 10th ed.;
Lippincott Williams & Wilkins: Baltimore, MD, USA, 2006; pp. 351–375.
Ross CA. Vitamin A. Encyclopedia of Dietary Supplements, 2nd ed.; Informa Healthcare:
London, UK; New York, NY, USA, 2010; pp. 778–791.
Ross-ibarra, Jeffrey, et al. Plant Domestication , a Unique Opportunity to Identify the
Genetic Basis of Adaptation. 2007.
Rusch, A., R. Bommarco, M. Jonsson, H.G. Smith, and B. Ekbom. 2013. Flow and stability
of natural pest control services depend on complexity and crop rotation at the
landscape scale. J Appl Ecol 50:345-354. https://doi.org/10.1111/1365-2664.12055
Sadras VO (2007) Evolutionary aspects of the trade-off between seed size and number in
crops. Field crops research 100: 125–138.
Sage, R.F.; Pearcy, R.W. The Nitrogen Use Efficiency of C3 and C4 Plants: I. Leaf
Nitrogen, Growth, and Biomass Partitioning in Chenopodium album (L.) and
Amaranthus retroflexus (L.). Plant Physiol. 1987, 84, 954–958.
Sainju, Upendra M., et al. “Soil Total Carbon and Nitrogen and Crop Yields after Eight
Years of Tillage, Crop Rotation, and Cultural Practice.” Heliyon, vol. 3, no. 12,
216

Elsevier Ltd., 2017, p. e00481, doi:10.1016/j.heliyon.2017.e00481.
Sakuraba, Y.; Schelbert, S.; Park, S.Y.; Han, S.H.; Lee, B.D.; Andrès, C.B.; Paek, N.C.
STAY-GREEN and chlorophyll catabolic enzymes interact at light-harvesting
complex II for chlorophyll detoxification during leaf senescence in Arabidopsis. Plant
Cell 2012, 24, 507–518.
Saleem, Muhammad, et al. “Impact of Root System Architecture on Rhizosphere and Root
Microbiome.” Rhizosphere, vol. 6, no. February, Elsevier, 2018, pp. 47–51,
doi:10.1016/j.rhisph.2018.02.003.
Sang, Tao. “Genes and Mutations Underlying Domestication Transitions in Grasses.” Plant
Physiology, vol. 149, no. 1, 2009, pp. 63–70, doi:10.1104/pp.108.128827.
Sarathambal, C., et al. “Characterization and Crop Production Efficiency of Diazotrophic
Isolates from the Rhizosphere of Semi-Arid Tropical Grasses of India.” Applied Soil
Ecology, vol. 87, 2015, pp. 1–10, doi:10.1016/j.apsoil.2014.11.004.
SARE, Managing Cover Crops Profitably (College Park, MD: SARE, 2007), 37-43,
www.sare.org/Learning-Center/Books/Managing-Cover-CropsProfitably-3rdEdition. 32
SARE. Cover Cropping for Pollinators and Beneficial Insects; no. 301, 2015, p. 16.
Sasse, Joelle, et al. “Feed Your Friends: Do Plant Exudates Shape the Root Microbiome?”
Trends in Plant Science, vol. 23, no. 1, Elsevier Ltd, 2018, pp. 25–41,
doi:10.1016/j.tplants.2017.09.003.
Sato, Y.; Morita, R.; Nishimura, M.; Yamaguchi, H.; Kusaba, M. Mendel’s green
cotyledon gene encodes a positive regulator of the chlorophyll-degradation pathway.
Proc. Natl. Acad. Sci. USA 2007, 104, 14169–14174.
Saunders, M.E., G.W. Luck, and M.M. Mayfield. 2013. Almond orchards with living
ground cover host more wild insect pollinators. J Insect Conserv 17:1011–1025.
https://doi.org/10.1007/s10841-013-9584-6
Schipanski, M.E., M. Barbercheck, M.R. Douglas, D.M. Finney, K. Haider, J.P. Kaye, A.R.
Kemanian, D.A. Mortensen, M.R. Ryan, J. Tooker, and C. White. 2014. A framework
for evaluating ecosystem services provided by cover crops in agroecosystems. Agric.
Syst. 125:12-22. https://doi.org/10.1016/j.agsy.2013.11.004
Schmidt, R., K. Gravuer, A.V. Bossange, J. Mitchell, and K. Scow. 2018. Long-term use
Segev, A.; Badani, H.; Kapulnik, Y.; Shomer, I.; Oren-Shamir, M.; Galili, S. Determination
of Polyphenols, Flavonoids, and Antioxidant Capacity in Colored Chickpea (Cicer
arietinum L.). J. Food Sci. 2010, 75, 115–119.
Shaposhnikov, A. I., et al. “COMPARATIVE CHARACTERISTICS OF ROOT
SYSTEMS AND ROOT EXUDATION OF SYNTHETIC, LANDRACE AND
MODERN WHEAT VARIETIES.” Sel’skokhozyaistvennaya Biologiya, vol. 51, no.
1, Feb. 2016, pp. 68–78, doi:10.15389/agrobiology.2016.1.68eng.
Sharma, P., A. Singh, C.S. Kahlon, A.S. Brar, K.K. Grover, M. Dia, and R.L. Steiner. 2018.
The Role of Cover Crops towards Sustainable Soil Health and Agriculture—A
Review
Paper.
Am.
J.
Plant
Sci.
9:1935–1951.
https://doi.org/10.4236/ajps.2018.99140
Sharma, S.B.; Sahrawat, K.L.; Burford, J.R.; Rupela, O.P.; Kumar Rao, J.V.D.K.;
Sithanantham, S. Effects of Soil Solarization on Pigeonpea and Chickpea. Research
Bulletin No. 11. Int. Crops Res. Inst. Semi-Arid Trop. 1988, 502, 1–23.
217

Shi, Junpeng, and Jinsheng Lai. “ScienceDirect Patterns of Genomic Changes with Crop
Domestication and Breeding.” Current Opinion in Plant Biology, vol. 24, Elsevier
Ltd, pp. 47–53, doi:10.1016/j.pbi.2015.01.008.
Shoresh, M., I. Yedidia, and I. Chet. 2007. Involvement of Jasmonic Acid/Ethylene
Signaling Pathway in the Systemic Resistance Induced in Cucumber by Trichoderma
asperellum T203. Phytopathology 95:76–84. https://doi.org/10.1094/phyto-95-0076
Singh P, Nedumaran S, Boote KJ, Gaur PM, Srinivas K, Bantilan MCS (2014) Climate
change impacts and potential benefits of drought and heat tolerance in chickpea in
South Asia and East Africa. European Journal of Agronomy 52: 123–137.
Singh, Brajesh K., and Pankaj Trivedi. “Microbiome and the Future for Food and Nutrient
Security.” Microbial Biotechnology, vol. 10, no. 1, 2017, pp. 50–53,
doi:10.1111/1751-7915.12592.
Singh, Jugpreet, et al. Developmental Pleiotropy Shaped the Roots of the Domesticated
Common Bean ( Phaseolus Vulgaris ) 1 [ OPEN ]. no. July, 2019, pp. 1467–79,
Singh, Ram Jag, and Prem Prakash Jauhar. “Genetic Resources, Chromosome Engineering,
and Crop Improvement.” Genetic Resources, Chromosome Engineering, and Crop
Improvement, vol. 2, 2006, pp. 1–442, doi:10.1201/9780203489260.
Singh, U.; Pundir, R.P.S. Amino acid composition and protein content of chickpea and its
wild relatives. Int. Chickpea Newsl. 1991, 25, 19–20.
Sivasakthi, K.; Thudi, M.; Tharanya, M.; Kale, S.M.; Kholová, J.; Halime, M.H.;
Jaganathan, D.; Baddam, R.; Thirunalasundari, T.; Gaur, P.M.; et al. Plant vigour
QTLs co-map with an earlier reported QTL hotspot for drought tolerance while water
saving QTLs map in other regions of the chickpea genome. BMC Plant Biol. 2018,
18, 29.
Sivasakthi, K.; Zaman-Allah, M.; Tharanya, M.; Kholova, J.; Thirunalasundari, T.; Vadez,
V. Chickpea: In Water-Conservation Traits to Increase Crop Yields in Water-Deficit
Environments; Sinclair, T.R., Ed.; Springer: Berlin/Heidelberg, Germany, 2017; pp.
35–45.
Smartt, J (1990) Vavilov’s Law of Homologous Series and de novo crop plant
domestication. Biol J of the Linnean Society. 39: 27-38.
Smartt, J. Vavilov’s Law of Homologous Series and de novo crop plant domestication.
Biol. J. of the Linnean Society 1990, 39, 27-38.
Smith, H.A., and R. McSorley. 2000. Intercropping and Pest Management: A Review of
Major Concepts. Am. Entomol. 46:154–161. https://doi.org/10.1093/ae/46.3.154
Smýkal P, Nelson M, Berger J, von Wettberg E (2018) The Impact of Genetic Changes
during Crop Domestication. Agronomy 8: 119.
Snapp, S. S., et al. “Evaluating Cover Crops for Benefits, Costs and Performance within
Cropping System Niches of Crop and Impact of Foregoing a Cash Crop, Some
Farmers Express Michigan and New York Producers Are Experimenting.” Agronomy
Journal, vol. 97, no. i, 2005, pp. 322–32, doi:10.2134/agronj2005.0322.
Sood, Shilpa, et al. “The Major Threshability Genes Soft Glume (Sog) and Tenacious
Glume (Tg), of Diploid and Polyploid Wheat, Trace Their Origin to Independent
Mutations at Non-Orthologous Loci.” Theoretical and Applied Genetics, vol. 119, no.
2, 2009, pp. 341–51, doi:10.1007/s00122-009-1043-0.
Swinton, S.M., F. Lupi, G.P. Robertson, and S.K. Hamilton. 2007. Ecosystem services and
218

agriculture: cultivating agricultural ecosystems for diverse benefits. Ecol. Econ
64:245-252. https://doi.org/10.1016/j.ecolecon.2007.09.020
Szoboszlay M, Lambers J, Chappell J, Kupper JV, Moe LA, McNear DH Jr (2015)
Comparison of root system architecture and rhizosphere microbial communities of
Balsas teosinte and domesticated corn cultivars. Soil Biol Biochem 80:34–44.
doi:10.1016/j.soilbio.2014.09.001
Tang, Haibao, et al. “Domestication and Plant Genomes.” Current Opinion in Plant
Biology,
vol.
13,
no.
2,
Elsevier
Ltd,
2010,
pp.
160–66,
doi:10.1016/j.pbi.2009.10.008.
Teasdale, J.R., A.A. Abdul-Baki, D.J. Mills, and K.W.Thorpe. 2004. Enhanced pest
management with cover crop mulches. Acta Hortic. 638:135–140.
https://doi.org/10.17660/ActaHortic.2004.638.16
Teixeira, Lia C. R. S., et al. “Bacterial Diversity in Rhizosphere Soil from Antarctic
Vascular Plants of Admiralty Bay, Maritime Antarctica.” ISME Journal, vol. 4, no. 8,
Nature Publishing Group, 2010, pp. 989–1001, doi:10.1038/ismej.2010.35.
Tharanya, M.; Kholova, J.; Sivasakthi, K.; Thirunalasundari, T.; Vadez, V. Pearl Millet:
Water-Conservation Traits to Increase Crop Yields in Water-Deficit Environments;
Sinclair, T.R., Ed.; Springer: Berlin/Heidelberg, Germany, 2017; pp. 73–83.
Tharanya, M.; Sivasakthi, K.; Gloria, B.; Kholova, J.; Thirunalasundari, T.; Vadez, V.
Pearl millet [Pennisetum glaucum (L.) R. Br.] contrasting for the transpiration
response to vapour pressure deficit also differ in their dependence on the symplastic
and apoplastic water transport pathways. Funct. Plant Biol. 2018, 45,
doi:10.1071/FP17161.
Thomas, H.; Howarth, C.M. Five ways to stay green. J. Exp. Bot. 2000, 51, 329–337.
Thomas, H.; Ougham, H. The stay-green trait. J. Exp. Bot. 2014, 65, 3889–3900.
Thrall, P.H., L.M. Broadhurst, M.S. Hoque, and D.J. Bagnall. 2009. Diversity and salt
tolerance of native Acacia rhizobia isolated from saline and non‐saline soils. Austral
Ecol. 34:950-963. doi: 10.1111/j.1442-9993.2009.01998.x
Tian, Yongqiang, et al. “Effects of Summer Cover Crop and Residue Management on
Cucumber Growth in Intensive Chinese Production Systems: Soil Nutrients,
Microbial Properties and Nematodes.” Plant and Soil, vol. 339, no. 1, 2011, pp. 299–
315, doi:10.1007/s11104-010-0579-8.
Tiemann, L.K., A.S. Grandy, E.E. Atkinson, E. Marin-Spiotta, and M.D. Mcdaniel. 2015.
Crop rotational diversity enhances belowground communities and functions in an
agroecosystem. Ecol. Lett. 18:761–771. https://doi.org/10.1111/ele.12453
Tillman, G., H. Schomberg, S. Phatak, B. Mullinix, S. Lachnicht, P. Timper, D. Olson.
2004. Influence of Cover Crops on Insect Pests and Predators in Conservation Tillage
Cotton. Journal Econ Entomol. 97:1217-32. 10.1603/0022-0493-97.4.1217.
Tonitto, C., M.B. David, and L.E. Drinkwater. 2006. Replacing bare fallows with cover
crops in fertilizer-intensive cropping systems: A meta-analysis of crop yield and N
dynamics.
Agric.
Ecosyst.
Environ.
112:58–72.
https://doi.org/10.1016/j.agee.2005.07.003
Tracy, Saoirse R., et al. “Crop Improvement from Phenotyping Roots : Highlights Reveal
Expanding Opportunities Trends in Plant Science.” Trends in Plant Science, vol. 25,
no. 1, Elsevier Inc., 2020, pp. 105–18, doi:10.1016/j.tplants.2019.10.015.
219

Tribouillois, Hélène, et al. “A Functional Characterisation of a Wide Range of Cover Crop
Species: Growth and Nitrogen Acquisition Rates, Leaf Traits and Ecological
Strategies.”
PLoS
ONE,
vol.
10,
no.
3,
2015,
pp.
1–17,
doi:10.1371/journal.pone.0122156.
Tucker, C.L. Inheritance of white and green seed coat colors in lima beans. Proc. Amer.
Soc. Hortic. Sci. 1965, 87, 286–287.
Tucker, C.L.; Sanches, R.L., Harding, J. Effects of a gene for cotyledon color in lima beans,
Phaseolus lunatus. Crop Sci. 1967, 87, 262–263.
Vadez, V.; Deshpande, S.; Kholova, J.; Ramu, P.; Hash, C.T. Molecular breeding for staygreen: Progress and challenges in sorghum. In Genomic Applications to Crop
Breeding: Vol. 2. Improvement for Abiotic Stress, Quality and Yield Improvement;
Varshney, R., Tuberosa, R., Eds.; Wiley: Hoboken, NJ, USA, 2013; pp. 125–141.
Vadez, V.; Deshpande, S.P.; Kholová, J.; Hammer, G.L.; Borrell, A.K.; Talwar, H.S.;
Hash, C.T. Stay-green quantitative trait loci’s effects on water extraction,
transpiration efficiency and seed yield depend on recipient parent background. Funct.
Plant Biol. 2011, 38, 553–566.
Vadez, V.; Halilou, O.; Hissene, H.M.; Sibiry-Traore, P.; Sinclair, T.R.; Soltani, A.
Mapping Water Stress Incidence and Intensity, Optimal Plant Populations, and
Cultivar Duration for African Groundnut Productivity Enhancement. Front. Plant Sci.
2017, 8, 432.
Vadez, V.; Kholová, J.; Hummel, G.; Zhokhavets, U.; Gupta, S.K.; Hash, C.T. LeasyScan:
A novel concept combining 3D imaging and lysimetry for high-throughput
phenotyping of traits controlling plant water budget. J. Exp. Bot. 2015, 66, 5581–
5593.
Vadez, V.; Kholová, J.; Medina, S.; Kakkera, A.; Anderberg, H. Transpiration efficiency:
New insight on an old story. J. Exp. Bot. 2014, 65, 6141–6153.
Vadez, V.; Kholová, J.; Yadav, R.S.; Hash, C.T. Small temporal differences in water
uptake among varieties of pearl millet (Pennisetum glaucum (L.) R Br) are critical for
grain yield under terminal drought. Plant Soil 2013, 371, 447–462.
Vadez, V.; Kholová, J.; Zaman-Allah, M.; Belko, N. Water: The most important
“molecular” component of water stress tolerance research. Funct. Plant Biol. 2013,
40, 1310–1322.
Vadez, V.; Krishnamurthy, L.; Hash, C.T.; Upadhyaya, H.D.; Borrell, A.K. Yield,
transpiration efficiency, and water-use variations and their interrelationships in the
sorghum reference collection. Crop Pasture Sci. 2011, 62, 645–655.
Vadez, V.; Rao, J.S.; Bhatnagar-Mathur, P.; Sharma, K.K. DREB1A promotes root
development in deep soil layers and increases water extraction under water stress in
groundnut. Plant Biol. 2013, 15, 45–52.
Vadez, V.; Rao, J.S.; Kholova, J.; Krishnamurthy, L.; Kashiwagi, J.; Ratnakumar, P.;
Sharma, K.K.; Bhatnagar-Mathur, P.; Basu, P.S. Roots research for legume tolerance
to drought: Quo vadis? J. Food Legumes 2008, 21, 77–85.
Vadez, V.; Ratnakumar, P. High transpiration efficiency increases pod yield under
intermittent drought in dry and hot atmospheric conditions but less so under wetter
and cooler conditions in groundnut (Arachis hypogaea (L.)). Field Crops Res. 2016,
193, 16–23.
220

Vadez, V.; Sinclair, T.R. Leaf ureide degradation and N2 fixation tolerance to water deficit
in soybean, J. Exp. Bot. 2001, 52, 153–159.
van Dam, N.M. and H.J. Bouwmeester. 2016. Metabolomics in the rhizosphere: tapping
into belowground chemical communication. Trends Plant Sci 21:256-265. doi:
10.1016/j.t3plants.2016.01.008.
van der Putten, W.H., M.A. Bradford, E. Pernilla Brinkman, T.F. Voorde, and G.F. Veen.
2016. Where, when and how plant–soil feedback matters in a changing world. Funct.
Ecol. 30:1109-1121. https://doi.org/10.1111/1365-2435.12657
van Nuland, M.E., R.C. Wooliver, A.A. Pfennigwerth, Q.D. Read, I.M. Ware, L. Mueller,
J.A. Fordyce, J.A. Schweitzer, and J.K. Bailey, J.K. 2016. Plant–soil feedbacks:
connecting ecosystem ecology and evolution. Funct. Ecol. 30:1032-1042.
https://doi.org/10.1111/1365-2435.12690
Van Oosterom, E.J.; Borrell, A.K.; Chapman, S.C.; Broad, I.J.; Hammer, G.L. Functional
dynamics of the nitrogen balance of sorghum. I. N demand of vegetative plant parts.
Field Crop Res. 2010, 115, 29–38.
Varshney, R.K.; Song, C.; Saxena, R.K.; Azam, S.; Yu, S.; Sharpe, A.G.; Cannon, S.; Baek,
J.; Rosen, B.D.; Tar’an, B.; et al. Draft genome sequence of chickpea (Cicer
arietinum) provides a resource for trait improvement. Nat. Biotechnol. 2013, 31, 240–
246.
Vasudevan, Kumar, et al. “Large Scale Germplasm Screening for Identification of Novel
Rice Blast Resistance Sources.” Frontiers in Plant Science, vol. 5, no. OCT, 2014, pp.
1–9, doi:10.3389/fpls.2014.00505.
Veach, Allison M., et al. “Rhizosphere Microbiomes Diverge among Populus Trichocarpa
Plant-Host Genotypes and Chemotypes, but It Depends on Soil Origin.” Microbiome,
vol. 7, no. 1, Microbiome, 2019, pp. 1–15, doi:10.1186/s40168-019-0668-8.
Verde, I., Abbott, A., Scalabrin, S. et al. The high-quality draft genome of peach (Prunus
persica) identifies unique patterns of genetic diversity, domestication and genome
evolution. Nat Genet 45, 487–494 (2013). https://doi.org/10.1038/ng.2586
Vitti, A., E. La Monaca, A. Sofo, A. Scopa, A. Cuypers, and M. Nuzzaci. 2016. Beneficial
effects of Trichoderma harzianum T-22 in tomato seedlings infected by cucumber
mosaic virus (CMV). BioControl 60:135–147. doi: 10.1007/s10526-014-9626-3.
von Wettberg EJ, Weiner J (2003) Larger Triticum aestivum plants do not preempt
nutrient-rich patches in a glasshouse experiment. Plant Ecology.
von Wettberg EJB, Chang PL, Başdemir F, Carrasquila-Garcia N, Korbu LB, Moenga SM,
Bedada G, Greenlon A, Moriuchi KS, Singh V, Cordeiro MA, Noujdina NV, Dinegde
KN, Shah Sani SGA, Getahun T, Vance L, Bergmann E, Lindsay D, Mamo BE,
Warschefsky EJ, Dacosta-Calheiros E, Marques E, Yilmaz MA, Cakmak A, Rose J,
Migneault A, Krieg CP, Saylak S, Temel H, Friesen ML, Siler E, Akhmetov Z,
Ozcelik H, Kholova J, Can C, Gaur P, Yildirim M, Sharma H, Vadez V, Tesfaye K,
Woldemedhin AF, Tar’an B, Aydogan A, Bukun B, Penmetsa RV, Berger J,
Kahraman A, Nuzhdin SV, Cook DR (2018) Ecology and genomics of an important
crop wild relative as a prelude to agricultural innovation. Nature Communications 9:
649.
Von Wettberg, E.J.; Chang, P.L.; Greenspan, A.; Carrasquila-Garcia, N.; Basdemir, F.;
Moenga, S.; Bedada, G.; Dacosta-Calheiros, E.; Moriuchi, K.S.; Balcha, L.; et al.
221

Ecology and community genomics of an important crop wild relative as a prelude to
agricultural innovation. Nat. Commun. 2018, 9, 649.
Von Wettberg, Eric J. B., et al. “Ecology and Genomics of an Important Crop Wild Relative
as a Prelude to Agricultural Innovation.” Nature Communications, vol. 9, no. 1, 2018,
doi:10.1038/s41467-018-02867-z.
Vukicevich, E., T. Lowery, P. Bowen, J.R. Úrbez-Torres, and M. Hart. 2016. Cover crops
to increase soil microbial diversity and mitigate decline in perennial agriculture. A
review. Agron. Sustain. Dev. 36:48. DOI 10.1007/s13593-016-0385-7
Vyn, T.J., J.G. Faber, K.J. Janovicek, and E.G. Beauchamp. 2000. Cover crop effects on
nitrogen availability to corn following wheat. Agron J 92:915–924.
https://doi.org/10.2134/agronj2000.925915x
Wada, Y.; Wada, G. Varietal difference in leaf senescence during ripening period of
advanced indica rice. Jap. J. Crop Sci. 1991, 60, 529–553.
Wagg, Cameron, et al. “Belowground Biodiversity Effects of Plant Symbionts Support
Aboveground Productivity.” Ecology Letters, vol. 14, no. 10, 2011, pp. 1001–09,
doi:10.1111/j.1461-0248.2011.01666.x.
Walters, Dale R., et al. “Controlling Crop Diseases Using Induced Resistance: Challenges
for the Future.” Journal of Experimental Botany, vol. 64, no. 5, 2013, pp. 1263–80,
doi:10.1093/jxb/ert026.
Wang, G.Z., H.G. Li, P. Christie, F.S. Zhang, J.L. Zhang, J.D. Bever. 2017. Plant-soil
feedback contributes to intercropping overyielding by reducing the negative effect of
take-all on wheat and compensating the growth of faba bean. Plant Soil 415:1–12.
doi:10.1007/s11104-016-3139-z
Warschefsky, Emily, et al. “Back to the Wilds: Tapping Evolutionary Adaptations for
Resilient Crops through Systematic Hybridization with Crop Wild Relatives.”
American Journal of Botany, vol. 101, no. 10, 2014, pp. 1791–800,
doi:10.3732/ajb.1400116.
Wees, Saskia C. M. Van, and Sjoerd Van Der Ent. Author ’ s Personal Copy Plant Immune
Responses
Triggered
by
Beneficial
Microbes
´
MJ
Pieterse.
doi:10.1016/j.pbi.2008.05.005.
Wei, Zhiwen, et al. “The Rhizospheric Microbial Community Structure and Diversity of
Deciduous and Evergreen Forests in Taihu Lake Area, China.” PLoS ONE, vol. 12,
no. 4, 2017, pp. 1–22, doi:10.1371/journal.pone.0174411.
Wellburn, A.R. The Spectral Determination of Chlorophylls a and b, as well as Total
Carotenoids, Using Various Solvents with Spectrophotometers of Different
Resolution. J. Plant Physiol. 1994, 144, 3307–3313.
Wick, A., M. Berti, Y. Lawley, and M. Liebig. 2017. Chapter 6: Integration of Annual &
Perennial Cover Crops for Improving Soil Health. Soil Health and Intensification
Agroecosystems. 127-150.
Wilkes, H.G. "Teosinte: The Closest Relative of Maize." 1967. Bussey Institution of
Harvard University.
Worthington, M. and C. Reberg-Horton. 2013. Breeding cereal crops for enhanced weed
suppression: optimizing allelopathy and competitive ability. J. Chem. Ecol. 39:213231. doi: 10.1007/s10886-013-0247-6
Wright, Stephen I., et al. “Evolution: The Effects of Artificial Selection on the Maize
222

Genome.”
Science,
vol.
308,
no.
5726,
2005,
pp.
1310–14,
doi:10.1126/science.1107891.
Xing, Xiaoke, et al. “Mutualism Breakdown in Breadfruit Domestication.” Proceedings of
the Royal Society B: Biological Sciences, vol. 279, no. 1731, 2012, pp. 1122–30,
doi:10.1098/rspb.2011.1550.
Yamasaki, Masanori, et al. “Genomic Screening for Artificial Selection during
Domestication and Improvement in Maize.” Annals of Botany, vol. 100, no. 5, 2007,
pp. 967–73, doi:10.1093/aob/mcm173.
Yang, Hongwu, et al. “An Integrated Insight into the Relationship between Soil Microbial
Community and Tobacco Bacterial Wilt Disease.” Frontiers in Microbiology, vol. 8,
no. NOV, 2017, pp. 1–11, doi:10.3389/fmicb.2017.02179.
Yuan, Yang, et al. Selective Sweep with Significant Positive Selection Serves as the
Driving Force for the Differentiation of Japonica and Indica Rice Cultivars. BMC
Genomics, 2017, pp. 1–13, doi:10.1186/s12864-017-3702-x.
Zaman-Allah, M.; Jenkinson, D.M.; Vadez, V. Chickpea genotypes contrasting for seed
yield under terminal drought stress in the field differ for traits related to the control of
water use. Funct. Plant Biol. 2011, 38, 270–281.
Zhang, Hengyou, et al. “Back into the Wild—Apply Untapped Genetic Diversity of Wild
Relatives for Crop Improvement.” Evolutionary Applications, vol. 10, no. 1, 2017,
pp. 5–24, doi:10.1111/eva.12434.
Zhang, Muqing, et al. “Characterization of the Microbial Community Structure in
Candidatus Liberibacter Asiaticus-Infected Citrus Plants Treated with Antibiotics in
the Field.” BMC Microbiology, vol. 13, no. 1, 2013, doi:10.1186/1471-2180-13-112.
Zhang, W., T.H. Ricketts, C. Kremen, K. Carney, and S.M. Swinton. 2007. Ecosystem
services
Zhang, Yan, et al. “Analysis of Bacterial Communities in Rhizosphere Soil of Healthy and
Diseased Cotton (Gossypium Sp.) at Different Plant Growth Stages.” Plant and Soil,
vol. 339, no. 1, 2011, pp. 447–55, doi:10.1007/s11104-010-0600-2.
Zheng, H.J.; Wu, A.Z.; Zheng, C.; Dong, S.T. QTL mapping of maize (Zea mays) staygreen traits and their relationship to yield. Plant Breed. 2009, 128, 54–62.
Zhou, C.; Han, L.; Pislariu, C.; Nakashima, J.; Fu, C.; Jiang, Q.; Quan, L.; Blancaflor, E.B.;
Tang, Y.; Bouton, J.H.; et al. From model to crop: Functional analysis of a STAYGREEN gene in the model legume Medicago truncatula and effective use of the gene
for alfalfa improvement. Plant Physiol. 2011, 157, 483–1496.

223

APPENDIX A: VERMONT WINTER PEA FIELD TRIALS
Edward Marques1* and Eric von Wettberg1*

1 Department of Plant and Soil Science, University of Vermont, Burlington, VT 05405

*Corresponding author contact information:
Edward Marques
Email: emarques@uvm.edu

224

Acknowledgments
We would like to thank Dr. Rececca McGee for providing the plant material for the
study. We would also like to thank all the undergraduate assistants, Andi Kur, Rebeca
Madden, Kirsten Workman, Allen Wilder, Dr. Sid Bosworth, and the staff of the UVM
Horticulture Research Center for providing land and resources, and for helping to conduct
this study. This research was supported by the Co-op Seedling Grant from City Market
Onion River Co-op and the Northeast SARE graduate research grant GNE-179 awarded to
Edward Marques.

225

Introduction
With 709 certified organic producers totaling 154,421 acres as of 2018, Vermont
has one the highest per capita rate of organic farming in the United States (VT NOFA,
2020). Despite the popularity of fresh local produce in Vermont, local vegetable producers
face significant challenges in maintaining soil fertility, reducing erosion, and nutrient loss
(Myers et al., 2019). A sustainable strategy to combat these challenges is cover cropping,
which is the method of planting a crop, not for its food production, but for its ability to
manage soil erosion, soil quality, water, pathogens, and biodiversity (Reviewed in Hartwig
and Ammon, 2002; Berendsen et al., 2012; Crews and Peoples, 2004; Connor, 2015;
Reckling et al., 2016 ). The amount of cover cropped land in the United States has
increased 49.7% from 2012 to 2017, and this dramatic increase can primarily be accounted
to cover cropping ability to increase farm profitability and soil fertility while
simultaneously lowering agriculture's impact on the environment (USDA, 2019).
There are many different species and types of cover crops for organic producers,
but arguably, the most beneficial cover crops are legumes due to their ability to fix
nitrogen, reduce pathogens, and promote soil carbon and microbial diversity (Reviewed in
Baldwin and Creamer, 2006). However, due to Vermont’s short growing season, there is
insufficient time for vegetable producers to cover crop with legumes and produce their
vegetables. One possible method to alleviate this problem is to cover crop during the winter
season when vegetable production is not possible; yet, there are limited overwinter legume
cover crops available that can tolerate Vermont’s harsh winters. Hairy vetch (Vicia villosa)
is currently the most popular conventional overwinter legume that can withstand these
conditions but has severe drawbacks for organic farmers (CTIC et al., 2017). Hairy vetch
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is hard to terminate using conservation tillage, such as chisel plows or disks, the most
efficient method of terminating hairy vetch is a herbicide program using a mixture of
glyphosate (Roundup) and dicamba (Banvel, Diablo, Oracle, and Vanquish) (PSU, 2010).
Due to regulations and organic principles, the use of these herbicides is not feasible for
organic producers, therefore, hairy vetch is difficult to terminate in organic settings.
A popular overwinter legume cover crop used by organic vegetable producers in
other parts of the United States is winter pea (CTIC et al., 2016). In a recent CTIC et al.
(2017) survey, field pea was listed as the second-highest planted legume cover crop in the
US, with 42,355 total acres being planted by respondents. Winter pea is an ideal cover crop
and green manure crop due to easy termination and its ability to break down quickly
(SARE, 2015). Despite winter pea’s potential benefits to our local organic farmers,
currently, available winter pea varieties are unable to tolerate Vermont’s winter conditions.
However, newly developed cold-hardy winter peas by the USDA and Washington State
University may provide the answer for a suitable organic Vermont overwinter legume
cover crop (McGee et al., 2017). Therefore, in this study, we tested the viability of these
newly developed winter pea varieties in Vermont by growing them over a single winter
season at UVMs Horticultural Research Center. To test for viability we calculated
emergence- and overwintering survivorship-percentage.

Methods
Plant Material and Experimental Design
Four plot replicates of ten cold-tolerant winter pea varieties, Specter, Windham,
pss11300240w, ps11300289w, pss1430Nz003w, Lakota, Lynx, Koyote, Chelan, Blaze,
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and a non-cold tolerant control, high mowing organic seed field pea (SKU 8070-A), were
sown in a randomized design at the University of Vermont Horticulture Research Center
in Burlington, Vermont on Sep, 18th 2018. Approximately 52 g of seeds were planted in
5.5² m plots at a depth of 1.27-2.54 cm. This was done to simulate the recommended cover
cropping sowing rate of 85 pounds per acre. The control variety in this study was selected
due to it being commonly used as a non-cold-tolerant cover cropping field pea by organic
producers in Vermont. All cold-tolerant plant material was obtained from R. McGee,
USDA-ARS, Pullman, Washington.

Emergence and Survivorship Measurements

After 14 days from sowing, the number of emerged plants for each plot was
recorded. Then emergence percent was calculated by dividing the total number of the
emerged plants in each plot by the approximate number of seeds planted in the plot. The
approximate number of seeds planted in the plot was calculated by dividing 52 g by the
weight (g) of 100 seeds for each variety and then multiplying it by 100. On May 1st, 2019,
a week after daily low temperatures were consistently higher than 0‐, we recorded the
number of surviving plants (plants that showed new growth) in each plot. We then
calculated survivorship percent by dividing the number of survived plants in each plot by
the total number of emerged plants in each plot.

Statistical Analysis
A beta regression model and a likelihood ratio test were used to test for significant
differences among accessions for emergence- and survivorship-percentage. A beta
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regression model was used due to the data being bound between 0 and 1, which resulted in
the data being non-normally distributed and/or heteroscedastic. Lastly, a Tukey's HSD post
hoc was used to test for significant differences between accessions. All statistical analyses
were performed in R (www.r-project.org).

Results
Emergence percentage was significantly significant for variety (᙭² (10) = 21.36, P
= .0187); with Koyote (89.3%) having the highest average emergence percentage and
ps11300289w (69.3%) having the lowest (Figure 1). However, in general, emergence
percentages for the cold-tolerant varieties were not significantly different from each other,
with the only exception of Koyote and ps11300289w (Figure 1). For survivorship
percentage, varieties were significantly different from each other (᙭² (10) = 56.86, P =
<.001). This was primarily driven by the difference in survivorship between the control
and cold-tolerant varieties (Figure 2). As expected the non-cold tolerant control (0%) had
the lowest survivorship percentage, despite having the fifth-highest germination percentage
(84%). Cold tolerant varieties were non-significantly different from each other, however,
survivorship percentages did vary somewhat (Figure 2). Lakota (43.9%), Windham (43%),
and pss11300240w (41.9%) respectively had the highest survivorship percentage, while
Specter (20.9%), Chelan (19.9%), and ps11300289w (9.7%) had respectively the lowest
survivorship percentage (Figure 2).

Discussion
Overall, the data illustrates that five of the USDA developed cold-tolerant varieties,
Koyote, Lakota, Lynx, pss11300240w, and Windham, are suitable for overwintering in
229

Vermont. Germination percentages for the cold-tolerant varieties were non-significantly
different from the control, indicating that these varieties are adapted to Vermont’s
environmental conditions. However, this was not the case for ps11300289w, this variety
had both the lowest emergence- (69.3%) and survivorship percentage (9.7%). Additionally,
even though survivorship for five of the cold-tolerant varieties was significantly higher
than the control, the survivorship percentages were still low, with the highest being 43.9%
(Lakota). Furthermore, when taking into account the amount of seed planted, these
survivorship percentages further decreased.
The results in the study were comparable to another winter-pea field study
conducted in Eastern North Dakota (Johnson et al., 2007). The varieties Specter and
Windham had respectively survivorship percentages of 15% and 40% in 2004/2005 and
91% and 92% in 2005/2006 (Johnson et al., 2007). Differences in survival percentage
between these studies may be attributed to the previously planted crop. In Johnson et al.
(2007) winter peas were sowed into hard red spring wheat (Triticum aestivum L.) standing
stubble, while in this study winter peas were sown into a spring fallow field. The use of
crop stubble may help facilitate overwinter survival by providing peas with a support
structure to grow onto. Therefore, the use of a winter-hardy companion crop or the
manipulation of previously planted crops could be a potential avenue to increase winter
pea survival in Vermont.
In conclusion, our results provide necessary information regarding winter pea
performance in Vermont and identified five potential varieties for Vermont overwinter
production. However, additional replication of this study regarding locations and years is
necessary before these varieties are recommended to producers. A second field trial is
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currently underway with results expected by spring 2020. To increase winter pea survival
two variables, time and depth of planting, have been changed from the original
experimental design. Field peas were sown two weeks earlier than the previous year. We
hypothesize with the additional time, peas may become more established to better
withstand variable snow cover and freezing temperatures. Additionally, seeds were planted
at a deeper depth, approximately 10.16 cm. This depth is approximately four times deeper
than the previous trial. Collaborators at the USDA have shown that planting seeds at a
deeper depth increases the survivorship of overwintering peas in the pacific northwest
(Mcgee et al., 2017). This is most likely due to the soil acting as an insulator protecting the
plants from the cold temperatures. These changes to planting time and depth may hopefully
increase the survival of winter peas, which will bring us one step closer to a viable
overwintering legume option for organic producers.
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Figures

Figure A1. Boxplot depicting emergence percentages for 10 cold-tolerant varieties and a
non-cold tolerant control variety. Letters indicate significant differences (P < 0.05)
between varieties.
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Figure A2. Boxplot depicting survivorship percentages for 10 cold-tolerant varieties and a
non-cold tolerant control variety. Letters indicate significant differences (P < 0.05)
between varieties.
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